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0.1 Abstract
Cattle have expanded the KIR gene repertoire, a polymorphic and polygenic im-
munoglobulin family that encode Natural Killer cell receptors specific to MHC
class I ligands. In humans, KIR are important mediators of innate immunity to
viral pathogens such as HCV and HIV, and there is potential for exploiting cattle
KIR diversity as a means of improving animal health. Cattle KIR expansion has
occurred independently to humans, the result is a cattle KIR haplotype (CKH)
with a completely different gene content. Successful sequencing and assembly of
the CKH using whole genome techniques has failed. To interrogate cattle KIR,
their function and comparative evolution, the content of a CKH must be estab-
lished, then the extent of polymorphism and gene presence/absence variation can
be studied.
In this project the first CKH has been sequenced and assembled using second
generation sequencing of BAC clones. This has provided a reference sequence
for whole genome sequence data to be aligned revealing the KIR content of
different Bovidae species, including the aurochs, the ancestor to all domesticated
cattle. Furthermore genome capture and enrichment was performed to determine
polymorphic and polygenic KIR variation within 24 different cattle genomes. The
sheep KIR haplotype (SKH) was sequenced using PacBio of BAC clones to enable
comparative analysis with cattle.
The CKH has expanded through block duplications resulting in 16 discrete
KIR loci. The haplotype is dominated by functional inhibitory receptor genes
and the attenuated remains of activating KIR. Predicted similarity between au-
rochs and modern CKH suggests KIR blocks expanded through natural selection
and not artificial selection generated through centuries of domestication. Com-
parative analysis of the SKH and CKH reveals that sheep have independently
expanded at least five of the shared KIR that cattle have expanded. Cattle KIR
are extremely polymorphic, with diversity focused within the Ig domains, regions
predicted to interact with ligand.
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Introduction
1 Chapter 1. Introduction
1.1 Natural Killer cells
Natural killer (NK) cells are large granular lymphocytes of the innate immune
system that express a diverse range of inhibitory and activating receptors. NK
cells display cytotoxicity alongside the ability to produce cytokines [34]. They
were first described in the early 1970s by Professor Rolf Kiessling and colleagues
who described cells with natural cytotoxicity that recognise cells with missing
self [55, 77, 78]. NK cells are now recognised as important immune effectors
and regulators that are involved in the successful prevention or retardation of
tumours [21] and several viral diseases including cytomegalovirus [4,137] influenza
virus [87], herpes simplex virus [136], hepatitis C virus [76] and HIV-1 [93].
Upon activation, cytotoxic NK cells release the membrane disrupting protein
perforin, this perforates the target cell to enable passage of cytotoxic granzyme
proteases into the target cell cytoplasm and initiate apoptosis [48,64,70,138,139].
An alternative pathway has been described that shows perforin-independent NK
cytotoxicity using the cell death ligands FasL and TRAIL [143].
NK cells interact with host cells using an array of receptor ligand combina-
tions in order to recognise self molecules that also convey the infectious status of
the cell. The receptors convey either activating or inhibitory signals which, once
bound to expressed ligands, can initiate or retard NK cell function respectively.
The receptor ligands include the major histocompatibility complex (MHC) class
I molecules, which display peptides processed within the cell. Expressed peptides
displayed by the MHC class I molecules are constantly surveyed by CD8+ cyto-
toxic T-cells (CTLs) using an antigen specific T-cell receptor (TCR). Recognition
and binding of the TCR to the MHC class I peptide complex leads to cytotoxic
killing of the host cell. To avoid detection by CTLs, intracellular pathogens have
generated mechanisms to down-regulate the cell surface expression of the MHC
class I molecules. NK cells kill host cells that do not express MHC class I on the
cell surface [71] or altered MHC class I that express non-self peptide [46], Figure
1. To enable continual recognition of their rapidly evolving polymorphic and of-
ten polygenic ligands, the NK cell receptor gene complexes contain considerable
diversity.
1.1.1 NK cell receptor diversity
In many species the genes encoding the NK cell receptor families are polymorphic
and polygenic generating diverse genetic complexes within populations. Humans
and simian primates have expanded the killer-cell immunoglobulin-like receptor
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(KIR) genes, located within the leukocyte receptor complex (LRC), resulting in
multiple different gene complexes containing both gene presence absence varia-
tion and polymorhisms. The KIR are cell surface NK cell receptors containing
two or three Ig domains that recognise and specifically bind ligands, the major-
ity of which are MHC class I molecules. KIR have been shown to interact with
MHC class I molecules through cellular adhesion and functional assays using cel-
lular and non-cellular targets [42, 142], direct interaction has been studied using
x-ray crystallography and mutagenesis studies [15, 25, 47, 141]. A critical num-
ber of receptors are required to interact with their ligand in order to breach the
threshold required to initiate an inhibitory or activating pathway. Therefore, the
ligand requires sufficient down-regulation to prevent inhibitory receptors cluster-
ing enough to signal. Alternatively, enough peptide will need to be processed
and expressed to alter the receptor-MHC interaction [46].
In humans, the heterogeneous development of NK cells between individuals
is a result of allelic variation of MHC class I genes and KIR. The importance
of variable NK cell receptor repertoires has been highlighted by resistance to
certain pathogens through possessing the correct KIR-MHC class I combination.
For example the KIR3DL1*004 allele alongside the HLA-Bw4 epitope slows the
progression of HIV infection to AIDS in comparison to HLA-Bw6, which is not
a ligand for KIR3DL1 [3,53]. Therefore, MHC class I diversity is largely respon-
sible for shaping the evolution of KIR and maintaining their existence within
populations. Pathogen selection pressures have driven MHC class I evolution
and therefore indirectly affected KIR evolution [110].
These pathogen and MHC class I mediated selection pressures have indepen-
dently driven NK cell receptor gene expansion and diversification in different
species. Humans, chimpanzees [75], orangutans [57], macaques [12] and cat-
tle [94] have expanded KIR gene complexes. In contrast, equine and murine
genomes contain expanded killer cell lectin-like receptor A KLRA gene com-
plexes, also called Ly49. The KLRA map to the NK Complex (NKC), this
contains several more c-type lectin receptor genes and is located on chromosome
6 in both species [131,146,147]. Furthermore the prosimians have expanded the
CD94/NKG2 family of genes which also map to the NKC, proving a third route
for generating NK cell receptor diversity [6]. The CD94/NKG2, KIR and KLRA
receptors are structurally different yet occupy the same function in NK cells,
providing an excellent example of convergent evolution. In humans and mice,
evolution of NK cell receptors in concert with MHC class I diversification has
resulted in increased resistance to certain pathogens [4,38,62,76,80,136]. There-
fore, the generation of NK cell receptor diversity has resulted in greater fitness of
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Figure 1: Diagram of NK cell education and killing of cell non expressing self
MHC molecule. NK cell expresses inhibitory receptors in this instance a KIR
molecule. Host cells express MHC class I molecules. To be able to kill, NK
cells need to engage an inhibitory receptor to a self MHC class I molecule and
become licensed. NK cells are hyporesponsive or “un-licensed” if they do not
engage inhibitory receptors, a result if the inhibitory receptors do not recognise
self MHC class I. NK cells kill host cells missing self MHC class I by cytokine
and perforin/granzyme production.
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the species. However, several species have been identified that have not expanded
NK cell receptor genes that are currently known, including but not limited to
seals [59], bats [149] and pigs [118]. Within an individual, NK cells express dif-
ferent combinations of receptors that are acquired during the maturation of the
NK cells in a process termed education or licensing.
1.1.2 NK cell receptor acquisition
NK cell receptor acquisition occurs during maturation from haematopoietic pro-
genitor cells [95, 123, 124] and results in cells expressing all the possible combi-
nations of receptors in their genetic repertoire [95]. However, certain receptor
combinations that result in functional NK cells are selected for during NK cell
education and these dominate the NK population [145]. Functional NK cells can
be activated and are capable of cytotoxicity or cytokine production in humans,
however non-functional NK cells are incapable of becoming activated. The first
receptors expressed by NK cells during maturation are the lectin-like receptor/C-
type lectin heterodimer CD94/NKG2A [132]; in humans this is followed with
expression of the KIR and in mice the C-type lectin KLRA [96]. In humans,
individuals with a single strong KIR-MHC class I interaction develop a KIR
dominant NK cell repertoire. However, if there are several strong KIR-MHC
class I interactions the NK cell repertoire will be NKG2A dominant [145]. This
is also true of individuals with only weak or no KIR-MHC class I binding, creat-
ing a balance of NK receptor to MHC class I that pivots around NKG2A [145].
After maturation the heterogeneous NK population then go through “education”
or “licensing” to prevent potential self-reactive NK cells and become “licensed”.
1.1.3 NK cell education
The process of NK cell education is still unclear and there are several proposed
models that account for the responsive and hyporesponsive NK cells in periph-
eral blood [67]. The “arming” or “licensing” model requires an inhibitory recep-
tor to recognise self MHC class I before becoming functional. The “disarming”
model predicts that without inhibitory receptors that recognise self MHC class
I, NK cells become “anergic” and therefore are no longer functional [67, 115].
The “cis-interaction” model requires an inhibitory receptor to bind to its lig-
and on the same target cell surface in order to prevent “licensing” from another
source [23, 67]. The “rheostat” model is an amalgamation of the arming and
disarming models that places the activation states onto a continuum, therefore
the cellular response depends on the strength of the inhibitory receptor contact
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during education [16,67]. The education process, whichever theory is subscribed
to, licenses NK cells to only activate when they have previously engaged an in-
hibitory receptor. This prevents auto-immune NK cells that cannot recognise
self from being activated. Successful education of NK cells results in cells that
can become activated, with cytotoxic NK cell subsets displaying a CD56-(dim)
phenotype and cytokine producing NK subsets are CD56+(bright) upon acti-
vation [34]. The complexity of NK cell receptors and their ligands has made
the process of education essential, furthermore expanded and differentiated in-
hibitory receptors that are specific to host ligands can generate potent NK cell
responses better capable of killing virally infected cells. However, there is evi-
dence that uneducated or “unlicensed” NK cells play an important role in fighting
viral infection [107].
1.1.4 Cattle NK cells
Cattle are a species of huge economic importance, exploiting the natural im-
munity provided by their NK cells could improve animal health and boost pro-
ductivity. Cattle NK cells have been implicated in various diseases that have
important economic and zoonotic consequences including Mycobacterium bovis
(bovine tuberculosis) [39] and bovine herpes virus 1 (BHV-1) [33]. Therefore, to
understand the complex and sophisticated interactions involved in cattle NK cell
functions, cattle KIR need to be understood. The expansion of KIR in cattle is a
result of gene duplication from the X-lineage, which has remained monogenic in
humans as 3DX1. The reverse is true in humans that have expanded genes from
the L-lineage which remains monogenic in cattle [56]. Therefore cattle are unique
in that they are the only known species outside primates to have expanded KIR.
1.2 The killer-immunoglobulin-like receptors
KIR encode for activating and inhibitory receptors with two or three immunoglobulin-
like (Ig) domains, Figure 2. The Ig domains are named from n-terminus to
c-terminus D0, D1 and D2 respectively and interact with their MHC class I
ligands. Signalling from activating KIR receptors occurs from within the trans-
membrane domain, a basic residue (usually lysine) interacts with an aspartic acid
in DAP12 [49, 121] causing cross-linking of KIR and DAP12 [82]. This causes
phosphorylation of DAP12 resulting in recruitment of ZAP-70 and Syk proteins
implementing the signalling pathway required for cellular activation. Inhibitory
KIR signalling is mediated by the immunoreceptor tyrosine-based inhibition mo-
tif (ITIM), which has the canonical residue sequence of I/VxYxxL/V [7]. During
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KIR clustering the tyrosine residues within the motifs are subject to phospho-
rylation by Src family kinases with the resulting SHP-1 and SHP-2 recruitment
initiating a pathway to inhibit NK cell function [7]. KIR clustering occurs when
multiple receptors engage with mutliple ligands within the NK cell host cell
synapse. Therefore KIR signalling is not binary; it involves many receptors to
generate a response.
1.2.1 KIR nomenclature
The signaling ability of the KIR receptor is denoted in the name assigned to the
gene encoding it along with the number of domains it contains. KIR nomencla-
ture is defined by the components of the gene, making the naming descriptive
and discerning. Naming uses the number of domains (2D or 3D), the signalling
potential of the receptor (inhibitory is L for long tail, activating is S for short
tail) and the chronological discovery order of the gene (1-5). Therefore the first
three domain inhibitory KIR discovered in humans is called 3DL1 and the sec-
ond two domain KIR gene discovered is called 2DS2 etc. Not all KIR haplotypes
contain the same complement of genes; the LRC in which they are contained is
gene dense, polymorphic and variable.
1.2.2 LRC gene structure and diversity
The LRC in humans contains the KIR complex that is flanked by the leukocyte
immunoglobulin-like receptor genes (LILR) at the centromeric end and the Fc
fragment of IgA receptor gene (FCAR) at the telomeric end, Figure 3. There
are two forms of human KIR haplotypes, a gene consistent “A” haplotype and
a gene variable “B” haplotype, with human KIR haplotype “A” containing fewer
genes compared to the “B” haplotype. Haplotype “A” is hypothesised as having a
more inhibitory role with a single activating receptor. This haplotype has greater
potential for generating educated or licensed NK cells that are more potent at
fighting infections. The “B” haplotype has a more activating role with as many as
five activating KIR [110]. This haplotype is believed to have a greater role during
pregnancy; NK cells reshape the uterine arteries for trophoblast implantation
with a population expressing higher prevalence of activating receptor phenotypes
[99]. Both these haplotypes are found in all human populations and it is believed
that a balance of the two haplotypes within a population is required to effectively
fight infection and mediate placental development simultaneously [1, 109]. The
multitude of KIR loci is indicative of gene duplication and expansion which can
be explained by genetic mechanisms including homologous and non-homologous
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recombination.
1.2.3 Genetic recombination and generation of diversity
Whilst CTL TCRs undergo somatic VDJ recombination to recognise MHC class
I with peptide, NK cells are only equipped with receptors that are germline
encoded. Therefore, during simian primate evolution it has been an advantage
to duplicate and diversify these inherited NK receptors several times in order
to broaden the spectrum of NK receptor recognition ability. This results in a
more comprehensive range of NK cell receptors that recognise MHC class I and
therefore contribute to the immune response. This suggests that as the major
ligand for KIR, MHC class I has driven the expansion of the KIR genes [57].
To generate diversity in NK receptor gene families, various genetic mech-
anisms have been employed. An example in humans is the generation of the
fusion gene KIR2DL5A/3DPA is thought to have occurred due to misalignment
of KIR genes on homologous chromosomes during synapsis of meiosis. This re-
sulted in unequal crossing over producing a haplotype with a novel fusion gene
and the duplication of KIR2DL4 and KIR3DL1 [92]. This non-reciprocal recom-
bination mechanism has been proposed for generating diversity on the KIR locus
by creating new fusion genes and also duplicating genes that can subsequently
diverge through point mutations [92].
The KIR cluster contains several highly homologous genes that share large
quantities of nucleotide sequence. It is believed that these properties of the KIR
cluster enhance the likelihood of misalignment during synapsis and help drive the
rapid expansion of KIR in humans [92]. Further human KIR haplotype diversity
is believed to have occurred due to homologous recombination. In humans this
reciprocal recombination mechanism is thought to switch alleles between haplo-
types, one example is 3DL1/S1 that share a locus. Haplotypes containing this
locus always have either 3DL1 or 3DS1, and therefore these alleles define the hap-
lotype. The other genes on the KIR 3DL1/S1 haplotypes are not fixed however
and it is believed that homologous recombination of parent chromosomes during
synapsis has caused these alleles to be transferred between haplotypes creating
new haplotypes with varying allelic content [102]. The mechanisms generating
a dynamic KIR haplotype sequence enable continued recognition of the equally
dynamic MHC class I molecules that are under constant pathogen mediated se-
lection pressures.
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Figure 2: Diagram of different human KIR molecule forms. The names of the
different human KIR are shown over the forms. Light blue circles represent
Ig domains, all 3 Ig KIR have the D0-D1-D2 form and all 2 Ig KIR have the
D1-D2 form, expet for 2DL4 that has the D0-D2 form. The cell membrane
phospholipid bi-layer is shown and the KIR transmembrane domain (TM) passes
through this. Activating KIR contain a basic lysine (K) residue within the TM.
Inhibitory receptors contain a tyrosine (Y) residue within the cytoplasmic tail
domain (CT). The 2DL4 receptor contains a basic arginine (R) residue within
the TM and has a long CT containing a tyrosine residue.
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1.3 Major Histocompatability Complex
The major ligands for the KIR and KLRA receptors are the polymorphic MHC
class I molecules. These glycoproteins express endogenously processed peptides
to the cell surface where the peptides can be surveyed by host immune receptors.
The TCR is the product of somatic genetic recombination to generate a specific
immunoglobulin receptor capable of only detecting non-self peptides expressed
on self MHC molecules. T-cells have undergone positive and negative selection
to firstly only weakly bind self-MHC molecules and secondly only strongly bind
MHC molecules expressing non-self peptides. The major role of MHC class I is
to display the internal health of the cell, pathogen peptides are detected by CTLs
that kill the infected cell. To escape this process, intracellular pathogens have
developed mechanisms of down-regulating the MHC class I molecules to prevent
detection by T-cells. The role of NK cells is to detect this “missing-self” and kill
cells that are suppressing MHC class I expression.
The class I molecules consists of a heavy chain containing three extracellular
α domains, with the α3 proximal to the membrane surface and α1 and α2 forming
a cleft that contains the oligopeptide projected away from the cell. The MHC
class I molecule associates with the conserved β2-microglobulin protein, which
combined, forms a stable heterodimer on the cell surface. The TCR interacts with
regions of the α1 and α2 domains surrounding the cleft to establish a connection
with self MHC, but contains hypervariable complementary determining regions
(CDRs) that specifically recognises certain foreign peptide sequences. Crystal
structures show the D1 and D2 domains make contact with MHC class I in two
domain KIR [15, 19, 47]. The D0 in three domain KIR extends towards the β2-
microglobulin protein contacting a less polymorphic region of the molecule in
what has been described as “innate sensing” the MHC class I molecule [141],
Figure 4.
There are three classical MHC class I genes in humans, MHC-A, MHC-B
and MHC-C, which maintain a regular genomic structure in all human genomes
but display an unrivalled level polymorphism. Each locus has multiple families
of alleles which encode differing detectable MHC class I serotypes such as Bw4,
A3/11, C1 and C2. Each serotype encodes a shared epitope structure despite fur-
ther polymorphisms between the alleles within each serotype, furthermore these
epitopes are not necessarily specific to a single locus. The Bw4 epitope is found
on certain MHC-A and MHC-B molecules and the C1 epitope is found on certain
MHC-C and two MHC-B allotypes [97]. There are three non-classical MHC class
I genes, MHC-E, MHC-F and MHC-G that are located within the same genomic
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region as the classical class I genes. MHC-E and MHC-G loci encode few allo-
types and are the ligands specifically for NK cell receptors CD94/NKG2D and
KIR2DL4 respectively. MHC-E expresses the leader peptide sequence of other
classical class I MHC molecules and MHC-G is a secreted form that does not get
expressed on the cell surface.
The human KIR are specific to different MHC class I epitopes [111]. The
type II KIR, namely 3DL1/S1 and 3DL2, recognise the Bw4 and A3/11 epitopes
respectively. Whereas the type III KIRs largely recognises the C1/2 epitopes,
2DL2 recognising C1 and 2DL1, 2DS1, 2DL3 recognising C2 [97]. KIR2DS4 is
the only activating gene found on the human A haplotype and recognises the
A3/11 epitopes and some C1 and C2 epitopes. The MHC-A and B molecules do
not all contain KIR specific epitopes, therefore some MHC-A and B allotypes are
unrecognisable by the KIR. However, the MHC-C molecules all contain either C1
or C2 epitopes that are recognisable by KIR receptors. During human evolution
MHC-C has co-evolved with and been influenced by NK cell receptors to fulfil
an NK cell dependent role [104], whilst the evolution of MHC-A and B genes has
largely been influenced by the TCR. This highlights the importance of NK cell
receptors which have heavily affected the evolution of a classical class I gene.
1.3.1 Decoy MHC class I proteins
The herpesvirdae family is a group of viruses containing large DNA genomes.
These viruses have the capacity to encode MHC class I analogue proteins that
mimic the shape of the NK cell receptor ligands on the surface of the infected
cell. The virus suppresses expression of MHC class I to prevent detection by
the the specific T-cell response and expresses MHC class I decoy proteins to pre-
vent detection of “missing-self”. Therefore, the virus is subverting the inhibitory
signals generated by the receptor to evade NK cell killing.
One of the first examples of this viral subversion was identified within the
mouse model between murine cytomegalovirus (MCMV) resistant C57BL/6 and
the susceptible BALBc and 129/J mice strains [4, 125], Figure 5. MCMV ex-
presses m157, an MHC class I analogue protein that interacts with the lectin-
like inhibitory receptor Ly49I, which is expressed by the MCMV sensitive 129/J
mouse strain amongst others. The MCMV resistant C57BL/6 mice strain ex-
presses the activating Ly49H receptor that recognises m157 and causes NK cell
activation, resulting in killing of the virally infected cell via cytokine production
and cytotoxicity. It is believed that m157 has evolved within MCMV in order
to subvert the NK cell response and evade detection by the immune system. To
counter this it is believed that Ly49H has evolved to detect this decoy protein
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NK cellNK cell CD8 T-cell
Host cell
Figure 4: Diagram of a host cell MHC class I molecule interactions with NK
cell KIR and T-cell TCR receptors. The pink domains are the MHC heavy chain
proteins and the black domain represents the β2-microglobulin protein. The light
blue represents the KIR Ig domains, the left most is a two domain inhibitory
receptor and the middle represents a three domain activating receptor. The
purple domains represent the TCR receptor that is specific to the MHC class I
molecule and the peptide, shown as a black cross.
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and prevent viral evasion. There is significant polymorphism within both Ly49H
and m157 gene sequences that has resulted in variations in the ability of the
virus to evade NK cell detection [35], in what appears to be a continuation of the
evolutionary arms race between the host and the virus.
A further example has been characterised within humans and another herpes
virus, human cytomegolovirus (HCMV) [63, 113, 144]. The CD94-NKG2A het-
erodimer recognises the non-classical MHC class Ib protein HLA-E. The HLA-E
molecule expresses the leader sequence peptides from the expression of other
MHC molecules. This provides an indication of the level MHC class I expression
by a target cell and viral suppression of MHC molecules is detected by CD94-
NKG2A bound NK cells. MCMV encodes an MHC analogue, UL18, and loads
HLA-E with a virally derived sequence peptide, UL40, that in tandem act as
decoy for MHC suppression. UL18 complexes with the β2-microglobulin and
is recognised by the inhibitory leukocyte immunoglobulin-like receptor (LILR)
B1 [24, 36]. Therefore, the expression of UL18 by the virus prevents detection
of “missing-self” by the surveying NK cells. The production of the UL40 sig-
nal peptide analogue causes expression of HLA-E to prevent detection of MHC
suppression by CD94-NKG2A [113]. Therefore, HCMV has evolved multiple
mechanisms to subjugate NK cells in humans.
There are no examples describing viral subversion of the KIR receptors, how-
ever predictions based on the level of polymorphisms within the KIR sequences
have indicated that it is occurring [20]. The job of recognising “missing-self”
by detecting suppressed MHC by an inhibitory receptor can be achieved us-
ing monomorphic receptors that recognise the conserved regions of the MHC
molecule. This has been proven with computational modelling [20], showing vi-
ral clearance with monomorphic receptors that recognise self MHC. However, this
enables the possibility of decoy proteins mimicking the conserved regions of the
MHC molecule to subvert the inhibitory receptors on the NK cells. Therefore, to
detect suppressed MHC, yet not be fooled by decoy proteins, the KIR receptors
are highly specific to their ligands. It is this specificity that drives diversity within
the KIR sequences to generate a “heterozgous advantage” [20]. Diverse and het-
erozygous receptors are more likely to generate NK cells capable of specifically
detecting MHC ligands thus generating a licensed NK cell population. Therefore
a KIR repertoire that is only required to recognise self is achievable with degener-
ate receptors. However, under viral-decoy protein mediated selection pressures,
MHC specific KIR repertoires are favourable. This indicates that the highly
polymorphic and selective human KIR repertoire has evolved under pathogen
decoy selection pressures. Furthermore, the inhibitory KIR MHC ligands have
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largely been elucidated, however the specificity of the activating receptors re-
mains largely unknown [98]. This suggests the human activating KIR ligands
could be viral decoy proteins that are yet to be identified. Furthermore, it has
been suggested that HCMV infection has elicited a self-specific inhibitory KIR
and greater activating KIR response from NK cells, which is indicative of herpes
viral decoy proteins [9]. This has been detected by the phenotypic characteristics
of NK cell sub-populations generated in individuals infected with HCMV.
1.3.2 Recurrent evolution of activating receptors
Within the different species known to have expanded the KLRA and KIR genes,
the recurring formation and subsequent deletion of short tailed activating genes
has occurred [1]. It is believed that the inhibitory receptors are ancestral and the
activating receptors are derived from them. A recombination event or point muta-
tions within the transmembrane and cytoplasmic domains results in a short tailed
activating receptor with the same ligand specificity as the inhibitory receptor. It
is believed this process is driven by viral subversion of inhibitory receptors, with
the expression of MHC decoy proteins to subvert the NK cells. Therefore, there
is a pathogen selection pressure to recognise the decoy protein with an activating
receptor instead of an inhibitory receptor. Therefore, a major role of activating
NK receptors is for fighting infection by detecting viral decoy proteins. These
activating NK receptors have a lower specificity than their inhibitory counter-
parts, however, they potentially maintain the capability to recognise self MHC.
Whilst the viral infection is prevalent, maintaining functional decoy specific acti-
vating receptors provides a selective advantage. However, once viral infection has
subsided at the population level, maintaining functional decoy specific activat-
ing receptors becomes a selective disadvantage. This is due to the potential for
the generation of autoimmune NK cells resulting from self recognising activat-
ing receptors. Therefore, activating NK cell receptors are short lived, becoming
null-alleles or pseudogenes after their function has been served.
1.3.3 Cattle MHC class I genes
The expansion of cattle KIR is believed to mirror the polymorphic and struc-
turally variable MHC class I within cattle. It is predicted that cattle KIR also
recognise MHC class I molecules however, this has not yet been shown. Cattle
have six MHC class I loci with a maximum of three genes per haplotype, only
certain MHC class I genes are found on the same haplotype [11, 32], Figure 6.
Therefore, cattle have higher MHC class I structural diversity than humans and
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this potentially increased ligand diversity in cattle may have driven the expansion
of the KIR genes. The MHC class I genes in cattle are also highly polymorhic
although the limit of this polymorphism has not been characterised to the same
extent as the human MHC genes. Furthermore polymorphism may have been
reduced during domestication of cattle due to genetic bottlenecks, founder ef-
fects and inbreeding. The MHC genes in cattle are found on chromosme 23 and
the KIR and NKC genes map to chromosomes 19 and 5 respectively. Therefore
there is no linkage between the NK cell receptors genes and their predicted lig-
and genes. This means the cattle NK cells have the potential to recognise six
independent MHC class I molecules, far greater than the number human NK
cells are required to recognise. Furthermore there is no constant MHC class I
gene that is on all of the haplotypes. Therefore the cattle KIR haplotype must
encode specificity for at least more than one gene. This suggests that cattle MHC
class I expansion has driven cattle KIR evolution akin to that seen in primate
KIR/MHC class I evolution. Furthermore, the increased structural diversity of
the cattle MHC class I genes may have had a greater impact on cattle KIR genes.
This leads to the hypothesis that pathogen selection pressures acting indirectly
through structurally diverse MHC I ligands has impacted the evolution of the
cattle KIR genes.
To test this hypothesis and determine the expansion of cattle KIR, a com-
plete cattle KIR haplotype must be sequenced. A sequenced KIR haplotype will
determine the extent of KIR expansion and will be informative to which KIR
families have expanded and which genes have become pseudogenes. With the
knowledge gained from sequencing a KIR haplotype it will then be possible to
determine the extent of polymorphism and study the role of KIR receptors dur-
ing NK cell function. Cattle have evolved from shared ruminant ancestors with
other domesticated animals such as sheep and goats. These animals may also
encode similar KIR and MHC genes that may also have been affected by domes-
tication. Therefore evolution and domestication of cattle should be considered
when studying the KIR and MHC genes.
1.4 Evolution and domestication of ruminant species
The first ruminant species evolved approximately 50 million years ago (mya) [65].
Speciation of ruminants approximately 32 mya resulted with the Cervidae (deer)
clade of species and the Bovidae (cattle, sheep, goats, buffalo, bison) clade. The
Bovinae species which includes cattle as well as bison, water buffalo and Amer-
ican buffalo split from the other Bovinae species, including Caprinae (sheep
and goats) approximately 25.4 mya [65]. The Bos and Bison species diverged
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Figure 5: Diagram of NK cell subjugation. Licensed mouse NK cells expressing
the inhibitory Ly49I receptor detect missing self after viral MHC suppression
and kill the infected target cell. HCMV expresses the MHC decoy protein, m157
that Ly49 recognises as self and prevents killing. Switching the function of the
m157 recognising receptor to an activating signal via Ly49H causes NK mediated
killing of the decoy expressing virally infect host cell.
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from the Bubalus species approximately 17 mya, with Bos and Bison subse-
quently splitting approximately 5.8 mya. The two most abundant agricultural
Bos species, the taurine (Bos taurus) and indicine (Bos indicus) cattle, are be-
lieved to have diverged between 610,000 and 850,000 years ago to generate two
species of ancient aurochsen, the Bos taurus primigenius and Bos indicus prim-
igenius [90]. The most common breeds of cattle used for agriculture in Europe
and north America are all of the Bos taurus species, which was domesticated
from the ancient wild aurochs cattle (Bos taurus primigenoius) approximately
10,000 years ago [8,43]. Within the last 10,000 years humans have domesticated
the Bos species to generate thousands of specialised breeds used for milk pro-
duction, meat, leather, transportation and dual purposes. Within Europe and
North America, the Holstein-Friesian, or slight variants thereof, have become
the highest milk yielding breed after centuries of intensive artificial selection and
inbreeding [122].
The domestication of cattle for agricultural use has focused on the produc-
tion traits such as milk yield and muscle growth. This has resulted in cattle that
greatly outperform the productivity of animals used in agriculture 50 years ago.
However, the focus on productivity may have overlooked health traits such as
disease resistance and reproduction [51]. The inbreeding associated with domes-
tication has resulted from back breeding of cattle to retain specific traits as well
as the use of small numbers of bulls to sire hundreds of herds within a country.
Therefore, domestication may have affected the KIR, and many other immune
genes, within the cattle genome. There may be a lack of diversity within the
KIR haplotypes and within the KIR sequences. Founder effect and genetic bot-
tlenecks may cause a limitation in the number of KIR haplotypes within modern
cattle as well as reducing the number of alleles for each KIR locus. Therefore,
the effects of domestication within cattle should be considered. The cattle KIR
complex structure may have been heavily affected by artificial selection during
domestication and the level of polymorphisms within cattle may be lower than
expected.
1.5 Known KIR in the cattle genome
The first cattleKIR genes to be described were BotaKIR3DL1 and BotaKIR2DL1
by McQueen et al in 2002 [94] and named following the human and primate
nomenclature system. Storset et al described the next two KIR genes in 2003
[129] that included the activating receptors BotaKIR3DS1 and BotaKIR2DS1.
Several more cattle KIR genes were described in 2007 by Dobromylskyj et al [41],
finding BotaKIR3DL2 and BotaKIR3DL3 genes along with several alleles of
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Figure 6: Diagram of cattle and human MHC class I haplotype structures. MHC
class I genes are shown as black oblongs. Pseudogenes are shown as grey oblongs.
The 13 different cattle haplotype forms only show the predicted orders of the
classical class I genes. Non-classical genes exist but are not shown here. The
exact order has not been confirmed by fully sequencing the haplotypes. The
humans MHC class I haplotype region shows the gene structure seen in all humans
including classical and non-classical MHC class I genes. Cattle MHC haplotypes
diagram has been adapted from Ellis et al, 2014 [44]
September 17, 2014 Nicholas D Sanderson 38
Introduction 1.6 The LRC within the cattle genome project
each gene. Guethlein et al [57] went on to describe how the cattle KIR have
evolved from the same lineage as KIR3DX1 in humans, whilst the cattle gene
BotaKIR2DL1 is from the same lineage that has expanded in primates. Un-
published analysis of the sequences collected by these groups has determined
BotaKIR3DL3 to be a pseudogene and was therefore renamed BotaKIR3DL1p.
BotaKIR3DL1p clades with BotaKIR2DS1 and by considering identical intron
sequences is potentially an allele, therefore presenting a possible example of vari-
able haplotypes at the allelic level.
There are six KIR sequences that have been identified within the cattle
genome, with four different molecule forms, Figure 7. However, the full genomic
sequence has not been sequenced within any of these projects meaning the num-
ber of KIR within cattle is unknown. The cattle genome project has attempted
to de novo assemble all of the chromosome, including chromosome 18 where the
cattle LRC is located.
1.6 The LRC within the cattle genome project
Due to the mechanisms of KIR evolution, KIR within a species are very similar in
sequence (over 90% sequence identity in humans) making distinguishing between
the sequencing reads of different KIR loci difficult. Sequencing of expanded
KIR haplotypes in different species is hard to complete. This is because the
assembly of the reads is complicated when the reads only differ slightly (less
than 1%) which is exacerbated with low coverage or short sequences. A cattle
KIR haplotype has not been characterised despite the 7x read coverage produced
by the cattle genome project and the advanced assembly techniques applied by
the University of Maryland, there is not a fully assembled LRC [45,151]. In the
cattle genome, only one KIR is placed on chromosome 18 which contains the
LRC, whilst several more KIR-like sequences are unplaced. The KIR haplotype
will need to be sequenced again in order to assemble a complete and accurate
sequence.
1.7 Advances in sequencing technology
The ability to sequence and assemble genomes or target gene complexes has be-
come feasible due to advances in sequencing technologies and analysis techniques.
The work in this thesis has benefited from these advances and has used a vari-
ety of sequencing technologies suited to the various questions asked. This has
ranged from targeting individual gene exons to targeted genome enrichment to
raw genome sequence analysis using traditional and new technologies.
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1.7.1 Sanger sequencing
The traditional and most widely used method of sequencing until recently was
developed by Frederick Sanger and colleagues in 1977 [119]. This method uses
oligonucleotide primer sequences to initiate the incorporation of deoxynucleoside-
triphosphates (dNTPs) onto an elongating complementary strand of DNA. The
dNTPs are a mix of the four nucleotide bases and are incorporated complemen-
tary to the target DNA strand. Strand elongation of bases is terminated by
the random incorporation of a di-deoxynucleosidetriphosphate (ddNTP) which
doesn’t contain the 3′ hydroxyl group needed to make a phosphodiester bond, but
does contain a fluorescent dye. The process generates DNA fragments of differing
lengths which can be differentiated using capillary electrophoresis whilst the flu-
orescent dye is detected to determine the terminating base of the fragment. The
terminating bases from the differing fragment lengths are sequentially detected
from the light wavelength emitted to generate a chromatogram of wavelengths
representative of a sequence of bases.
The major current providers of this technology and sequencing chemistry,
Lifesciences’ ABi BigDye 3.1, are capable of generating sequence lengths just
over 1,000 bases (1 kilobase or kb), which is limited by the ability to differentiate
between fragment lengths over 1 kb. The throughput is relatively low with each
sequencing run producing 96 x 1 kb reads, resulting in approximately 96 kilobases
(kb) of sequence data per run. This low throughput limits the use of Sanger
sequencing for large scale projects such as genomes and BAC clones. Traditional
Sanger sequencing still provides a method to quickly and cheaply target a gene
sequence, however for projects over larger regions, newer generation technology
is better suited.
1.7.2 Second generation sequencing
The second generation of sequencing technologies has dramatically increased the
throughput of each sequencing run, generating billions of bases but at the ex-
pense of read length. The second wave of sequencing technologies has consisted
of Roche’s 454, Illumina’s Solexa, ABi’s SOliD and finally Lifescience’s ION tor-
rent that could each sequence individual reads in a massively paralleled fashion.
These platforms provide differing approaches and variable efficacies for generat-
ing sequences from DNA and RNA templates. All of the technologies included
a polymerase chain reaction (PCR) step to amplify the target sequence and
required the final template to be fragmented. However, each technology has
different mechanisms of sequencing the DNA fragments.
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Figure 7: Diagram of known cattle KIR. Here are the predicted molecular forms
of the cattle KIR genes previously published. Circles represent Ig domains from
the X-lineage of KIR and squares represent the L-lineage. The short tail receptors
encode an Argenine (R) residue akin to that seen in human 2DL4. Cattle 2DL1
has a D0-D2 structure whilst 2DS1 has a D1-D2 structure. The gene structure
of the haplotype is unknown.
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Roche 454 uses the pyrosequencing method of “sequencing by synthesis” by
detecting the light from pyrophosphate release after nucleotide incorporation.
Pyrophosphate labelled nucleotides are sequentially added during the run and
are only incorporated if they are complementary to the next base in the target
DNA strand. Incorporation is detected by the emission of light and the intensity
is proportional to the number of nucleotides incorporated. This method enables
400 to 600 bp reads to be sequenced in parallel. However, the technology suffers
where single nucleotides are repeated causing what is known as the “homopolymer
repeat issue”. The proportion of light intensity generated from multiply incorpo-
rated nucleotides diminishes with number. This becomes difficult to detect and
errors are introduced. The Ion torrent system works on the same principle but
detects the hydrogen ion (proton) release.
Illumina sequencing, previously called Solexa, also sequences by synthesis
but uses clusters of clonal DNA template molecules seconded to a flow cell with
fluorescent labelled nucleotide bases sequentially washed over. Light emission can
be detected from each cluster after the bases have been sequentially incorporated.
Illumina sequencing has upgraded the maximum read length of its sequencers
from 25 bp to 150 bp from the HiSeq platform and 200 bp to 300 bp on the
MiSeq platform. The process enables sequencing from both ends of the molecule
to generate paired reads, where the first read is the sequence from the 5′ end and
the second sequence is from the 3′ end. The distance between the two reads is
the DNA molecule fragment size and often referred to as the library insert size.
The Illumina sequencers offer unparalleled throughput with the highest accuracy,
however the read lengths can be inhibitory when interrogating highly repetitive
regions and the PCR steps required can introduce errors.
1.7.3 Third generation sequencing
The second wave of sequencing technology enabled entire genomes to be se-
quenced on a single machine with one run. However for targeted regions and
genome finishing, the short reads are problematic. The third wave of sequenc-
ing technologies has addressed this by generating the longest reads, however
throughput is lower. The only 3rd generation sequencing technology commer-
cially available is Pacific Biosciences (PacBio) single molecule real time sequenc-
ing (SMRTcell sequencing) technology. However, Oxford Nanopore’s potentially
disruptive new minion sequencers are undergoing public testing and are an ex-
citing prospect for sequencing large repetitive immune gene complexes like the
LRC.
The PacBio SMRTcell sequencer utilises a polymerase molecule seconded to
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the bottom of a nanometre wide well called a zero mode waveguide (ZMW). The
ZMW is small enough that nucleotide incorporation into a DNA strand can be
detected. The template strand of DNA is circularised and passes through the
seconded polymerase whilst bases attached with four different fluorescent dyes
are incorporated. Incorporations results in the cleavage of the dye and an emis-
sion of light which is detected as the specific base is incorporated. This single
molecule sequencing process produces very long read lengths up to 25 kb, however
the raw quality per read is relatively low at around 86% accuracy. There is also
a considerable number of erroneous insertions that result from the polymerase
“stuttering” on certain bases. The PacBio sequences are useful for providing a
basic backbone sequence for a repetitive region of the genome. However, con-
siderable bioinformatic developments have been required to use these reads and
account for the high error rate.
1.8 Sequence analysis
The deluge of sequencing data generated from these technologies has required
the advancement of methods to process, assemble/map and analyse the data.
Numerous open-source tools have utilised mathematical and bioinformatic al-
gorithms to answer biological questions from DNA sequence fragments and full
genomic sequences. Deciding on which software to use depends on the algorithms
utilised and whether they are appropriate to the data, this applies importantly
to de novo assembly of sequencing reads.
1.8.1 Overlap Layout Consensus
The original method for the de novo assembly of sequencing read fragments
using computers was to simply attempt to determine all of the possible over-
laps between all of the fragments. Like putting the pieces of a jigsaw together,
this approach attempted to put all the pairs of pieces that fitted (overlapped) to-
gether, using a graph method where each fragment is represented by a node. The
overlapping fragments are laid out to generate a contiguous alignment (contig) of
reads from which a consensus could be established. This overlap-layout-consensus
(OLC) method worked well with the relatively long reads and low throughput of
Sanger sequencing but fails to cope with the quantity of data generated by 2nd
generation platforms.
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1.8.2 De Bruijn graph
To tackle the quantity of data generated by short read sequencing, de Bruijn
graphs have been utilised to reduce the computing power required for de novo
assembly. The reads are reduced to k-mers which is representative of a DNA
string of n base pairs length. Repeated k-mers throughout the raw sequences
are reduced to the single k-mer sequence therefore eliminating redundancy and
the calculations required. Overlapping k-mers form nodes with the reverse com-
plement forming a twin node, therefore nodes are representive of k-mers from
multiple reads and not a single read as in OLC methods. Nodes are connected
by overlap from the first and last k-mers between the nodes. Shorter k-mers
result in more overlaps and greater connectivity within the graph at the expense
of sensitivity. Therefore a balance is required for correct and efficient assembly
when choosing the k-mer size. Errors, repeats and paralogous sequences make
more than one connection between nodes that complicate the graph and slow
down or break the assembly. The raw reads are reused to generate a path along
the graph that utilises the full read length of the sequences and is not compro-
mised by the kmer length. However, the short read sequences are sometimes
still too short to span the paralogous gene and repeat sequences within genomes.
Therefore, de Bruijn graph assemblies can efficiently handle large datasets but
are limited by errors and repeats and the read lengths used.
1.9 Aims of the project
The field of human and mouse NK biology has grown rapidly over the last 30
years and there are still many questions remaining. Understanding and exploiting
cattle NK cells has huge potential for improving animal health through host
genetics and vaccination. However, the major expanded NK receptor genes have
not been characterised fully. To understand the mechanisms of cattle NK cell
actions and potentially exploit them, this project aims to determine the genetic
mechanisms responsible for generating diversity within the cattle NK cell receptor
genes.
The first aim of this project is to sequence and assemble a cattle KIR hap-
lotype. This will reveal the number of KIR genes within the genome and will
enable prediction of the functional receptors cattle encode. Generating a ref-
erence sequence for the first KIR haplotype will provide a backbone for each
of the genes to be studied; enabling polymorphism and gene presence/absence
interrogation of cattle populations. Interrogating the cattle KIR sequences will
also provide a novel insight into the expansion of the genes outside of humans
September 17, 2014 Nicholas D Sanderson 44
Introduction 1.9 Aims of the project
and primates. It will provide another example of NK receptor genes that have
expanded and diversified through evolution and will therefore contribute to the
study of evolutionary immunogenetics.
The second aim of the project is to determine the extent that domestication
has impacted on the evolution of the cattle KIR complex. The effects of cattle
domestication over the last 10,000 years will be interogated by comparing the
modern cattle KIR complex to that of the extinct aurochs.
The third aim of this project is to sequence and assemble the sheep KIR com-
plex. Comparisons can then be made between cattle and sheep KIR complexes.
This will indicate the effects of evolution on the ruminant KIR complexes over
the last 25 million years in much the same way humans have been compared to
other primates. This will give an indication of the rate of expansion and diver-
sification of the KIR genes that has occurred since the last common ancestor
between sheep and cattle approximately 25 mya.
The fourth aim of this project is to determine in what species the cattle
KIR haplotype structure has remained the same. This will also reveal to what
extent cattle have variable gene presence/absence haplotypes. This will enable
genotyping strategies to be targeted only at species which have the same gene
structure.
The final aim of this project is to define the polymorphic regions of the cattle
KIR haplotype. This will facilitate further high throughput genotyping projects
by determining the conserved regions that primers and probes can be designed to
target. It will indicate the most variable genes and alleles which could be under
viral or ligand-mediated selection pressures.
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2 Chapter 2. Sequence and assembly of a Cattle KIR
haplotype
2.1 Introduction
Cattle are known to have multiple KIR genes [41, 56, 94, 129]. However, the
extent of cattle KIR gene expansion and diversification is poorly understood.
The current cattle genome build (as of writing this UMD 3.1) [45] is unfinished
with regards to the LRC with several KIR genes placed on the X chromosome or
on unmapped contigs. Therefore, to study the evolution and function of the cattle
KIR genes the KIR complex needs to be sequenced and assembled to elucidate
the gene characteristics and numbers.
Previously found cattle KIR genes from other projectsKIR genes [41, 56, 94,
129] and the cattle genome, have been named following the convention set by
the human and primate KIR gene nomenclature. However, as many cattle KIR
genes have expanded from a different ancestral KIR gene, 3DX1 [56], genes of
this lineage are substantially differentiated enough to have warranted renaming,
thus preventing confusion with the human and primate expanded KIR. Therefore
the previously discovered KIR3DX1 lineage genes have been renamed with an
“X” between the “D” and the “L” or “S”, as have all the genes found throughout
this project. The cattle genes that belong to the human and primate expanded
“L” lineage follow the same nomenclature as human and primates and do not
contain an “X”. Table 1 contains the previously discovered genes and their new
names.
To sequence and assemble the cattle KIR haplotype, Holstein Friesian BAC
clones were isolated from an in house BAC library and sequenced with 1st and 2nd
generation sequencing technologies. The sequences were assembled to provide a
single contiguous consensus sequence that contains the cattle KIR complex.
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2.2 Methods
2.2.1 BAC library screening for KIR positive clones
This first subsection (subsection 2.2.1) of these methods was carried out prior
to the start of my project, I have included them to improve continuity and
enable repetition of this work. A previously created BAC library [40] was made
PCR screen-able to enable KIR specific primers to be used to find KIR positive
BAC clones. Aliquots of 5 µl from each well were incubated with 5 µl water
for 10 minutes at 96 ◦C. This template was used in PCR reactions containing
cattle KIR specific primers, designed from previously published sequences [94]
[129] [41] [56] and KIR containing contigs from the cattle genome build [45] (L-
lineage: 3DL_ex2_S1 5′CAK AGS ATC TGG GCA CAAG′3, 3DL_ex3_AS3
5′GAA TAT GAT GCC CTG GAG CTC′3, X-lineage: 3DX_ex3_S 5′GTC
TCT CSC TGT GTT TTC CAG′3, 3DX_ex4_AS 5′ATG ACG ATG TCC ACA
GGA TCA′3). PCR was performed using GoTaq (Promega, UK) with optimised
cycling conditions (95◦C 1 min, (95◦C 20s, 62◦C 20s, 72◦C 2.5min) x32, 72◦C
5min). Initially, whole-plate templates were pooled so that full plates could be
screened in one reaction; once KIR positive plates were identified their individual
rows and columns were pooled and screened. If corresponding rows and columns
shared a positive PCR result, a KIR containing BAC clone could be identified
from the well that the row and column cross.
2.2.2 BAC plasmid DNA extraction and 454 sequencing
DNA from four KIR positive BAC clones was extracted using a large construct
kit (Qiagen, UK) following the manufacturers protocol. Purified plasmid DNA
was produced after digestion of the bacterial chromosome DNA. The super-coiled
plasmids were purified through a silica column which filtered through the frag-
mented chromosomal DNA, allowing plasmid DNA to be eluted out separately.
This pure plasmid DNA from BAC clones 095G05, 335H08, 032G11 and 068F04
was sequenced using the Roche 454 platform and titanium sequencing chemistry
at the Stanford Genome Technology Centre (California, USA). The BAC clone
303D02 was sequenced using a 3 kb paired end library at the Liverpool Center for
Genomic Research; the samples were multiplexed using molecular identifier tags
(MID) and loaded onto one-quarter of a pico-titre plate. The BAC clone inserts
were predicted to be between 110 kb and 200 kb based on previously conducted
restriction digests and the average insert size of the library.
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2.2.3 De novo assembly of 454 seuqneces
Roche 454 pyrosequences were extracted from SFF files using the SSF_extract
python script written by Jose Blanca and provided in the MIRA package [27,28].
Raw sequence run statistics such as numbers, average lengths and read distri-
bution histograms were produced using a bespoke python script (available in
the appendix 9.1.4). Extracted 454 reads were screened for vector sequences us-
ing the SSAHA2 [101] program using the pBeloBAC11 vetor sequence (available
from the CHORI website). The screened 454 pyrosequences were de novo assem-
bled using the MIRA assembler [26, 29]. The MIRA setings used were accurate,
genome, de novo with vector screening on.
2.2.4 Checking and editing of BAC sequence assemblies
Assemblies were checked for premature contig breaks caused by homopolymer
repeats and incorrect contig joins caused by reduced read coverage using Gap4
and Gap5 from the Staden package [13]. Contigs were broken when read coverage
was less than four 454 reads and/or the overlap was less than 10 bp.
2.2.5 Contig joining PCR, cloning and sequencing
Primers were designed within Gap4 at the ends of each contig. PCR using
contig end primer pairs (primers shown in Table S1) was conducted using GoTaq
(promega UK) and BAC clone template extracted using the CHORI BACPAC
resources DNA isolation protocol (website: bacpac.chori.org/bacpacmini.htm).
The thermal cycling profile was as follows: 95◦C 1 min, (95◦C 20s, 54◦C 20s,
72◦C 1min) x26, 72◦C 10s. PCR products were seperated by gel electrophoresis
on 1% agarose gels with 1 µl of 0.5 µg/ml concentration ethidium bromide per
100 ml gel volume. Positive PCR reactions, yielding products of expected size
were excised from the gel over UV light using a scalpel. PCR products were
purified from the agarose gel using qiaquick gel extraction kits (Qiagen, UK) then
ligated into pGem-T easy vectors (Promega) both following the manufacturers
guidelines. Ligated PCR-product vector constructs were transformed into in-
house competent JM105 E.coli cells. Transformed cells were spread onto LB-
agar ampicillin plates and grown overnight for 16 hours at 37◦C; three positively
transformed colonies per transformation were selected using blue/white selection
and grown in culture overnight for 16 hours at 37◦C in 3 ml of LB-broth with
ampicillin.
Plasmid DNA from the cultures were extracted using Qiaprep spin miniprep
kits (Qiagen, UK) following the manufacturers protocol. Sanger sequencing was
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performed using ABI BigDye R© terminator 3.1 (Life technologies, UK) following
the manufacturers guidelines with either M13 forward or reverse primers. The
BigDye reactions were run on ABI 3730 capillary sequencing machine at the
University of Oxford (UK) Department of Zoology, resulting in three Sanger
sequences per direction for each contig joining PCR reaction i.e. six Sanger
sequences per join.
2.2.6 Hybrid assembly of Sanger and 454 sequencing reads
Sanger sequences were processed and manually edited for errors using the pregap4
module from the Staden package [127]. Edited sequence files were loaded into
MIRA for hybrid de novo assembly with 454 sequences. Upon hybrid assembly,
databases were checked and manually edited using the same criteria used for the
initial assemblies with 454 reads alone. If the hybrid assembly was still unfinished
i.e. split into contigs after editing, the process of assembly, primer design, PCR
and introduction of more Sanger sequences was repeated until a single contig
remained.
2.2.7 Error checking with Illumina sequencing
BAC clone DNA was prepared using the Qiagen large construct kit as described
in section 2.2.2 and sequenced using the Illumina HiSeq platform and 100 bp
paired end with 500 bp insert sizes at ARK Genomics, Roslin Institute, The
University of Edinburgh (UK).
The raw fastq sequences were aligned to the reference sequence using bwa
aln [84] then converted into sam format with bwa sampe. Once manipulated
into a a sorted bam file using samtools [85] it was interrogated for SNPs using
Varscan2 [79]. SNP effects such as residue changes and the exons they belong
to were determined using a bespoke python script (available in appendix 9.1.3).
The structure and positions of the gene sequences was confirmed by using the
relative positions of the paired end reads. Gene order was confirmed by filtering
reads that had greater inferred insert sizes than 1 kb. This was carried out with
a set of bespoke python scripts (see appendix script 9.1.5).
2.2.8 Gene identification and annotation
Gene positions and structure were determined by BLAT searches [74] using all
previously found cattle and human LRC genes against the BAC assembled con-
sensus sequence. KIR genes were split into domains that enabled successful
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BLAT hits of all of the KIR exons including the transmembrane and cytoplas-
mic tails regions which are not identified using whole gene sequences. BLAT hits
were visualised with the artemis genome browser [117]. ITIM and transmembrane
functional motifs were characterised using manual searches of the translated se-
quence. ITIM sequences were searched using the canonical sequence VxYxxL
and slight variants thereof. Exact gene coordinates were calculated by eye. Exon
positions were confirmed based on alignments of previously determined cattle
cDNA sequences and splice junction donor acceptor sites were honoured based
on the GT-AG motif [17].
2.2.9 Gene comparisons using phylogenetic, dot plot and sliding win-
dow analyses
KIR gene, exon or domain sequences were aligned using MAFFT [72] on au-
tomatic settings and manually corrected using Bioedit [58]. Neighbour joining
phylogenetic trees were constructed using MEGA 5 [133] with 500 bootstrap repli-
cates. Either the P-distance or Tamura-Nei algorithm was used depending on the
comparison needed. Sliding window of average base sequence identity between
sequences of certain window sizes was conducted using aligned sequences and a
bespoke python script (available in appendix 9.1.2), the chart was generated using
the matplotlib package [68] used within python. Dot plot analysis was performed
using dotter [126] and edited using Inkscape (urlhttp://inkscape.org/en/).
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2.3 Results
The results from this chapter and the next have been submitted for peer review
to Plos Genetics. The sequence files have been submitted to genbank and IPD
but will not be released until publication. Therefore I have uploaded the sequence
files to Gitgub (https://github.com/nick297/thesis_scripts/tree/master/
data_files) where the data should be obvious and clearly labelled. These se-
quences were too big for the appendix.
2.3.1 BAC clone DNA was successfully sequenced with a mixture of
single end and paired end Roche 454 pyrosequences
To sequence and assemble the highly repetitive cattle LRC region, BAC clones
were sequenced using Roche 454 pyrosequencing technology. Roche 454 sequenc-
ing was used because it has greater read length than Illumina technologies. Illu-
mina was limited to 75 bp at the time of sequencing (early 2010) compared to the
500-600 bp produced by 454, and a significantly higher throughput than Sanger
sequencing. The sequencing produced tens of thousands of pyrosequences per
BAC clone, Table 2, although there is sequence number and length variation be-
tween the BAC clones sequenced. Clones 068F04 and 335H08 yielded the fewest
pyrosequences, however the average read lengths and median read lengths are
roughly similar.
A further BAC clone, 303D02, was sequenced using a 3 kb insert library to
produce paired end reads, at the Liverpool Centre for Genomic research (UK).
This BAC clone produced more sequences (193,149 Table 2), however the average
and median read length is substantially lower than the other BAC clones resulting
in the total bases number being comparable with 095G08 and 032G11. The read
length distribution histogram for 303D02, shown in Supplementary Figure S1e,
shows a two peak distribution. One peak represents the intended library prepa-
ration size peaking at just over 500 bp, the other peak is indicative of fragmented
reads caused by the library insert preparation. Therefore there are pyrosequences
of useful length and the overall average read length is misleading in this respect.
In order to generate a complete reference sequence for the KIR complex, these
sequences needed to be de novo assembled into a complete contiguous assembly.
2.3.2 BAC clone pyrosequences were partially assembled with the
MIRA assembler
For de novo assembly of the raw pyrosequences, the open-source MIRA assembler
was used [27] [28]. This was chosen because other assemblers designed specifically
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for 2nd generation technology such as velvet [148] and SOAPdenovo [89] primarily
use a de Bruijn graph method. These are better suited for shorter Illumina
and SOLiD datasets and unsuitable for the longer read lengths of 454. Other
Overlap-Layout-Consensus (OLC) assemblers such as “Newbler” that contains
Roche’s specific 454 sequence assembly and mapping software were not used
because MIRA has higher accuracy at assembling repetitive regions due to its
iterative assembly steps. MIRA is also capable of combining different sequencing
technology datasets in order to produce hybrid assemblies.
The MIRA assembler produced assemblies of the raw 454 pyrosequneces that
were split into contigs due to the highly repetitive nature of the haplotype. The
500 bp read length was too short to span the repeat regions which resulted in
the assembly terminating into contigs. MIRA could also not resolve some of the
pyrosequencing homopolymer repeat issues that resulted in assembly termination
and contig formation. To finish the assembly, contigs were manually joined at
breaks caused by the homopolymer repeat issue. However, to span the breaks
caused by repetitive sequence, longer reads were required at these positions.
2.3.3 Assemblies required finishing with PCR and Sanger sequencing
BAC assemblies were completed by the addition long Sanger sequence reads
spanning the unfinished regions. PCR primers were designed from within 500
bp of the ends of each contig and were used for PCR reactions using all possible
combinations of primer pairs. The successful primer pair combinations are shown
in Table S1.
Using the MIRA assembler, Sanger sequences were hybrid de novo assem-
bled with the 454 sequences to create contigs containing both Sanger and 454
sequencing technologies. It is possible to insert the longer bridging Sanger se-
quences directly into the previously assembled BAC clone databases, then man-
ually join the contigs. However, by taking the hybrid assembly approach, further
454 sequences are assembled with the spanning Sanger sequences, adding greater
assembly confidence to the spanning region and removing reads that may have
assembled incorrectly elsewhere or formed a small contig. Hybrid assemblies
were targeted with two to four further rounds of PCR and Sanger sequencing
depending on the BAC clone until complete assemblies were achieved.
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2.3.4 Hybrid assembly of the sequenced BAC clones produced a com-
plete cattle KIR haplotype
Three BAC clones, 095G08, 335H08 and 303D02, were sequenced and assembled
using Roche 454 and Sanger technologies to produce a complete cattle KIR com-
plex with flanking FCAR, NCR1 and LILR genes forming a single cattle KIR
haplotype (CKH), Figure 8. Of the three BAC clones, raw sequences from two
(095G08 and 335H08) were merged together in order to generate a composite
assembly as they overlapped. As BAC clone 095G08 was successfully assem-
bled with a single round of Sanger sequencing, this facilitated in the assembly
of the 335H08 within the overlapping region. By combining the two BAC clones
for composite assembly this guaranteed de novo assembly of the 095G08 region
which left the unassembled region of 335H08, which contains fewer sequences, to
be finished by further targeted PCR and Sanger sequencing.
The BAC clone 303D02 provided the remainder of CKH 1 sequence. This
was successfully de novo assembled from paired-end 454 pyrosequences with a
3 kb insert size. However, 303D02 did not overlap with 095G08. Therefore, to
complete the haplotype, PCR spanning the BAC clone positions was conducted
with the genomic DNA of the BAC library animal and BAC clone 369B10 which
spans the two BAC clones but was not sequenced. The PCR yielded a 2 kb PCR
product spanning the 1186 bp gap between the two BAC clones.
The two assemblies of 303D02 and 095G08/335H08 were combined and pre-
gap4 [127] was used to assemble the spanning sequenced PCR products. 303D2
was determined the same haplotype as 095G08/335H08 despite no overlap be-
cause of the BAC clone 032G11. This BAC clone was de novo assembled and
overlapped with 303D02 and 095G08. 032G11 is allelic to both 0950G8 and
303D02, and therefore represents a different haplotype. The de novo assembly
of the first cattle KIR produced a complete assembly. However, before char-
acterisation and annotation the haplotype sequence and structure needed to be
verified.
2.3.5 A second KIR haplotype was partially sequenced
The second CKH was defined using a combination of Sanger, 454 and Illumina
sequencing of two BAC clones. The BAC clone 032G11 was de novo assembled
using 454 and targeted Sanger sequencing to create a single contig. There is a
high level of sequence identity from 130,000 kb to 265,000 kb between 032G11
and CKH 1, there is also another block of high sequence identity that corresponds
to block A of CKH 1, which is not contained in 032G11, Figure 9a. The 032G11
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consensus sequence has high sequence identity to CKH 1, with the majority
greater than 95% identity compared to CKH 1, Figure 9b. There are three
points of reduced sequence identity. However, they are relatively short sequence
stretches and may represent slight structural difference or pockets of sequence
variation. The partial second KIR haplotype was characterised in parallel with
the first KIR haplotype.
Alongside 032G11 another haplotype 2 BAC clone was identified, 068F04.
This BAC clone was sequenced with 454 and Illumina but could not be de novo
assembled despite targeted PCR sequencing attempts and therefore was mapped
to haplotype 1, shown in Figure 8. This revealed a similar sequence to CKH 1 at
the 5′ end of the complex. There were no further CKH 2 BAC clones identified
and therefore this haplotype was only partially sequenced.
2.3.6 Haplotype 1 sequence and structure was verified with further
Illumina sequencing
To verify the haplotype sequence and gene order, three BAC clones (335H08,
303D02 and not-previously sequenced 369B10) were sequenced using the Illumina
HiSeq platform and 100 bp paired end chemistry at ARK Genomics, Roslin
Institute, The University of Edinburgh (UK). The sequencing produced between
18 and 48 million reads per BAC clone, Table 3. Attempts to de novo assemble
this dataset using MIRA, velvet and SOAPdenovo failed to produce contigs of
usable length, this was most likely because the 2x100 bp read length was too
short to span repetitive elements. This Illumuna dataset was used to confirm the
sequence and structure of haplotype 1 by mapping to the haplotype 1 reference
sequence produced by 454/Sanger sequencing.
The structure of the haplotype was interrogated by examining the relational
distance between paired-reads i.e. how far apart the read pairs are from each
other and does that indicate structural variation? The library preparation re-
sulted in an insert size average ranging from 530 bp to 700 bp. Populations of
reads that map away from their respective read pairs so that their inferred insert
size is outside of the expected size of the library preparation could be indica-
tive of structural variation. Artificial breaks and rearrangements in the reference
sequence were generated to make simulated structural irregularities creating ex-
amples to compare against.
No SNPs were found from the Illumina mapping data and no structural ir-
regularities could be determined by looking at the paired-end read information.
However, as only one library size was used, and this library size was relatively
short this verification method has some limitations. A more robust method for
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Previous allele Name New gene name KIR lineage allele no Breed Accession reference
BotaKIR2DL1 BotaKIR2DL1 3DL 01 Unknown AY075102.1 [94]
BotaKIR2DL1 BotaKIR2DL1 3DL 01 Holstein-Friesian AF490399.1 [129]
BotaKIR2DS1 BotaKIR2DXS1 3DX 01 Holstein-Friesian AF490400.1 [129]
BotaKIR3DL1 BotaKIR3DXL1 3DX 01 Holstein-Friesian AF490402 [129]
BotaKIR3DL2-001 BotaKIR3DXL4 3DX 01 Holstein-Friesian EF197118 [41]
BotaKIR3DL1N BotaKIR3DXL6 3DX 01N Unknown AY075103.1 [94]
BotaKIR3DL3 BotaKIR3DXL6 3DX 02 Holstein-Friesian EF197119 [41]
BotaKIR3DS1 BotaKIR3DXS1 3DX 01 Holstein-Friesian AF490401 [129]
BotaKIR3DS1-002 BotaKIR3DXS1 3DX 02 Holstein-Friesian EF197120.1 [41]
Table 1: Previous and replaced KIR gene names. Previous gene names that have
been defined in older studies have been renamed based on L or X-lineage origins.
The new names are shown here along with the designated allele.
BAC clones No. Seqs Total bases Ave. read length Median read length
095G08 77,223 44,579,184 577 555
335H08 42,937 24,715,050 575 553
032G11 83,551 48,368,449 578 555
068F04 35,423 20,651,656 583 562
303D02 193,149 43,181,999 223 192
Table 2: Raw 454 sequence numerical data. Breakdown of numbers, total bases,
average read lengths and median read lengths of 454 pyrosequences for each BAC
clone sequenced.
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Figure 8: Overview of BAC clones used in the assembly of the haplotype se-
quence. Genes are represented as unequal pentagons and BAC clones are shown
as long rectangles. The overlap between 095G08 and 335H08 is shown as the
darkest grey and the joining PCR sequence is shown in red. The light grey
068F04 BAC clone has been mapped and not de novo assembled
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future verifications of de novo assembled regions would utilise a larger insert
size or several different library sizes. After verifying the haplotype sequence and
structure it could be confidently characterised and annotated.
2.3.7 The cattle KIR haplotype was characterised by bioinformatic
and manual sequence analysis
To define the genes within the assembled raw haplotype consensus sequence, the
sequence needed to be characterised and annotated. CKH 1 was characterised
with a combination of blat [74] alignments and manual sequence searches reveal-
ing a total of 18 discrete KIR loci including; 8 predicted functional KIR genes, 6
KIR null-alleles, 4 KIR pseudo-gene fragments as well as 3 potential LILR genes,
an FCAR gene and an NCR1 gene, Figure 10. The CKH 2 was characterised
using the same methods to reveal the same structure and gene content as CKH
1, Figure 10. For CKH 2, full length gene sequences were extracted from only
the BAC clone 032G11 sequence which was fully de novo assembled.
The gene order in the CKH (Figure 10) shows a mixture of X and L-lineage
KIR interspersed through the complex. There are 8 predicted functional KIR
in the CKH which is comparable to human haplotypes, with 7 genes in human
haplotype A and up to 12 genes in human haplotype B. The human KIR hap-
lotypes contain null-alleles on different haplotypes and two pseudogenes. Six
human KIR encode variants that are null-alleles but also maintain functional
copies. The CKH has a greater number of non-functional genes, 10 in total,
two of which have no intact signalling exons however 7 out of the remaining 8
non-functioning loci are predicted to have been activating genes. For a higher
resolution perspective of KIR sequence relationships, phylogenies were inferred
from the extracted gene sequences.
2.3.8 Cattle have expanded both KIR lineages
To compare the cattle KIR genes to those previously found in other mammals,
a neighbour-joining tree was constructed to infer phylogenetics. Extracted gene
sequences were aligned with other species KIR genes using mafft [72]. Phylogeny
was then inferred using MEGA5 [134] generating a neighour joining tree using
exon3-intron4-exon4 of the KIR gene sequences. This region has been established
as containing the most divergent sequence between KIR lineages [56] (Figure
11). Two distinct lineages clearly segregate amongst the KIR genes. This is
highlighted by the vertical lines denoted 3DL and 3DX-lineages. The cattle genes
are highlighted with a grey background and are split between X and L-lineages,
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Figure 9: Sequence comparison of BAC clone 32G11 against CKH 1. Dot plot
with BAC clone 032G11 sequence compared to the CKH 1 sequence, dots rep-
resent 150 bp sequence identity, lines are contiguous dots (a). A 300 bp sliding
window sequence comparison of the 032G11 compared against the CKH 1 refer-
ence sequence, the line represents the mean sequence identity and KIR genes are
indicated along the X-axis (b).
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Figure 11. The cattle L-lineage genes form an outgroup with horse and pig KIR
genes but have known no orthologs within any other species. The X-lineage cattle
genes form a clade with 3DX1 genes from chimp, orang-utan, human, macaque
and gibbon, with a further X-lineage gene from an African elephant. Again there
are no direct orthologous genes related to any of cattle X-lineage genes although
the other species are not closely related to cattle. To find potentially orthologous
genes to the cattle KIR genes, other ruminant species will need to be studied.
There is considerable diversity within the cattle X-lineage genes however, several
of the genes group together to form gene groups.
2.3.9 Cattle X-lineage genes cluster into related groups
It is evident from the exon3-intron4-exon4 sequences that the cattle KIR genes
cluster into groups of related genes, Figure 11. The cattle X-lineage gene names
have been coloured in the tree to represent this grouping. There are five differ-
ent groups of cattle KIR genes, including the L-lineage as a group, with either
two, three or four separate loci within the CKH. Two groups, group IV and
group III had not previously been identified along with the group V pseudogenes
BotaKIR2DXP1 and BotaKIR2DXP2. Each gene group has loci that had not
previously been defined. There are several activating genes that had previously
not been defined, this may be because they appear not to be functional.
The gene groups have been named based on the phylogenetic relationships of
the ectodomain sequences. This is in contrast to the system used by the Parham
lab, that groups KIR based on their molecular forms. Therefore the cattle KIR
gene groups can contain different forms of the genes including 2 and 3 domains,
and short and long tailed receptors. The groups are numbered from 5′ to 3′
based on the order each group is located. The group I KIR consists of three
loci of three Ig domain long tailed inhibitory receptors. BotaKIR3DL2 is very
similar to the previously published BotaKIR3DXL4, both genes are predicted
to be functional and contain highly similar sequence identities. The predicted
null-allele BotaKIR3DXL6 has a deletion within the D2 causing a frame-shift
mutation and premature stop codon within the transmembrane domain. The
group III KIR consist of two loci containing three Ig domain short tailed null-
alleles. The group III clade together with the group I and group V genes and
away from the other group IV genes that form an out group within the X-lineage
clade. The group IV genes are formed of three inhibitory genes all encoding three
Ig-domain domain genes predicted to be functional. This gene group shares high
sequence similarity with the exception of a long repeat sequence insert within
intron 4 of BotaKIR3DXL3. The group IV genes contain a characteristic five
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residue insertion within the D0 domain that is not within any of the other genes.
The group V genes contain two functional and two non-functional genes. The
functional, BotaKIR3DXL1 and BotaKIR3DXS1, genes have alternate signalling
domains but very similar extracellular domain sequences. The pseudogenes Bo-
taKIR2DXP1 and BotaKIR2DXP2 encode disrupted signal peptides to D2 do-
mains. The pseudogene BotaKIR2DXP1 has characteristics unlike any of the
other X-lineage genes and clades away from all the other X-lineage groups when
using just the D0 domain, Figure 11.
2.3.10 Cattle L-lineage genes have also expanded
The L-lineage cattle KIR genes, group II, have expanded alongside the X-lineage,
contrary to what was previously predicted. There are four genes within group
II, three of which are predicted null-alleles of short tail receptors, including Bo-
taKIR2DS1, BotaKIR2DS2 and BotaKIR2DS3. The only predicted group II
gene is the previously defined BotaKIR2DL1. It is now apparent that the rea-
son the group II were predicted to be a single gene in cattle is because only
BotaKIR2DL1 has an intact coding sequence and all previous attempts used
transcription methods to detect the KIR.
2.3.11 Serial inactivation of short-tail genes by terminating mutations
Six KIR loci within CKH 1 have been identified as null-alleles because of a pre-
mature stop codon or miss-sense mutation. Table 4 shows that all but one of
the genes, BotaKIR3DXL6*01N, are activating. These short tailed gene groups,
group II and group III, have independently mutated stop codons within exon
3. Genes in the same group share the same disabling mutation, suggesting
that the mutations arose prior to duplication. The BotaKIR2DS1*02N allele
found on CKH 2 has a frame shift mutation prior to the stop codon in Bo-
taKIR2DS1*01N. This prevents the premature termination of translation in Bo-
taKIR2DS1*02N until an alternate stop codon at residue 218. This suggests that
BotaKIR2DS1*02N could be a secreted form of the molecule with only two Ig
domains and no signalling domains. The only non-functional long-tail gene, Bo-
taKIR3DXL6*02, has a single nucleotide deletion at mRNA position 780 within
the domain 2 exon that causes a frameshift which introduces a stop codon within
the transmembrane domain.
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BAC clone Insert size Read 1 Read 2 Read length (bp) Million reads Total bases
335H08 683 8,992,937 8,992,937 100 18 1,798,587,400
303D02 702 15,597,673 15,597,673 100 31.2 3,119,534,600
369B10 674 24,197,574 24,197,574 100 48.4 4,839,514,800
068F04 532 12,318,130 12,318,130 100 24.6 2,463,626,000
Table 3: Details of Illumina sequencing run statistics from sequenced cattle BAC
clones. DNA from cattle BAC clones were sequenced with 2 x 100 bp Illumina
for sequencing error correction and detection of structural problems with the de
novo hybrid 454/Sanger assembled reads.
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Figure 11: Neighbour Joining Phylogenetic tree of cattle KIR sequences from
both CKH 1 and 2 and representative KIR sequences from several species. X and
L-lineages have been labelled separately. Cattle genes are highlighted with grey
background. Cattle X-lineage genes clade together into groups. These groups of
genes have been coloured. Previously defined genes from before the start of this
project are underlined. The Primate (including human) L-lineage node has been
collapsed to aid the tree visualization. Allele numbers represent CKH 1 and 2,
with the higher number denoting the CKH 2 allele.
September 17, 2014 Nicholas D Sanderson 61
Sequence and assembly of a Cattle KIR haplotype 2.3 Results
2.3.12 Cattle KIR maintain the same domain structure seen in other
species
Human and other primate KIR receptors have two or three Ig-like domains that
bind MHC class I ligands. Except for human KIR2DL4 which has the D0-D2
domain arrangement, two domain KIR receptors bind via the D1 and D2 contact-
ing the face and peptide of the ligand. The D0 of the three Ig domain receptor
KIR3DL1 anchors to the conserved side of the ligand [141]. The two forms of
KIR bind ligand in similar ways but vary within the D0 domain. Similarity in
domain order between human and cattle KIR is indicative of analogous func-
tion. Each individual Ig domain exon sequence was extracted from every gene
in the CKH and aligned to compare the Ig domain composition, Figure 12. The
Ig-domain exon sequences segregate into groups of D0, D1 or D2 domains con-
sistently with their order within the gene. The three domain genes maintain the
D0-D1-D2 structure whilst the two domain genes have a D0-D2 structure. This
is contrary to the majority of human KIR which have a D1-D2 structure, except
KIR2DL4 which also contains this domain order.
2.3.13 Cattle cytoplasmic tail sequences have likely originated from
X-lineage genes except in BotaKIR2DL1
The introduction and propagation of activating function within multiple cattle
KIR genes has occurred via recombinations with activating receptors. The 5′
end of KIR group sequences including the Ig domains clade together when both
inhibitory and activating genes are encoded, Figure 13a. BotaKIR3DLXL1 and
BotaKIR3DXS1 form a group that contains both inhibitory and activating tails
but share highly similar Ig domain. However, these genes segregate when using
the 3′ region of the gene displaying complete separation of inhibitory and activat-
ing domains, Figure 13b. All of the inhibitory and activating tails clade together
away from the other mammalian KIR tails, except for BotaKIR2DL1. Therefore,
there is likley two tail origins in the CKH, one for BotaKIR2DL1 and one for
the other cattle KIR genes. All the activating tails segregate away from the in-
hibitory tails. This suggests the cattle KIR activating tail sequence has evolved
once and recombined several times with the domain sequences from inhibitory
genes to generate novel activating genes.
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Figure 12: Phylogentic trees of cattle KIR Ig domain sequences. Each Ig domain
sequence has been individually extracted and aligned together alongside the hu-
man L and X-lineage KIR Ig sequences. Similar sequences from the same group
have had their common nodes collapsed to reduced visual complexity of the tree.
The tree was constructed using neighbour joining and the p-distance algorithm
with 100 bootstraps.
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2.3.14 Cattle activating KIR signal through the Fcγ adapter protein
rather than DAP10 or DAP12
The cattle short tailed KIR genes and null-alleles all contain an arginine residue
within the transmembrane domain at the corresponding position as the KIR2DL4
arginine residue in humans. This is contrary to the other human and primate
short tailed KIR receptors that signal through a lysine residue interacting with
DAP10/12 [18], Figure 14a. This alignment and the distinct groups formed in
the phylogenetic tree in Figure 13b demonstrate that the codon for arginine
has spontaneously mutated and not been inherited from a shared ancestor of
KIR2DL4 and cattle short tail KIR. The cause of the cattle KIR genes utilising
the arginine-Fcγ pathway is unlcear as both DAP10 and DAP12 are present and
functional in the cattle genome [50].
The cytoplasmic tail regions of the activating genes are not translated due
to stop codons at the end of the transmembrane domian. The remains of the
cytoplasmic tail regions within the genomic DNA show that the activating genes
have been disrupted within the first ITIM motif, Figure 14b. Within the first
ITIM motif the functional tyrosine residue has changed to a phenylalanine, which
has similar electrochemical properties but has been shown to affect binding of
SHP-1/2 and reduce inhibition [128]. The second ITIM has been disrupted within
the X-lineage activating genes by the introduction of stop codons.
The inhibitory genes encode a conserved VIYAHL first ITIM motif and
slightly variable (S/I)IY(E/K)F second ITIM motif. The variation is con-
tained between the groups of genes, with each group showing little variation
within the signalling domains. Therefore, the gene groups likely shared common
ancestors before duplication and/or are constrained by their signalling adaptors.
The mechanism that has produced these gene groups has resulted in very similar
genes that likely share similar functional properties.
2.3.15 Gene groups were forged by the block duplication of unre-
lated genes, resulting in highly related genes dispersed over
the length of the haplotype
Using the exon and intron sequences of the 5′ region of the gene from the signal
peptides to the stem, the alleles found within haplotype 1 and haplotype 2 seg-
regate into groups, Figure 15. Within the X-lineage KIR genes, groups I, III and
V, form a group segregating away from the group IV genes. This could indicate
the group IV genes share a more ancient ancestral gene to the other X-lineage
groups, which appear to be derived from the same but more recent ancestral
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gene. The group II appears split, with BotaKIR2DS1 segregating away from the
rest of the group. This is contrary to the D0 portion of Figure 12 which shows
BotaKIR2DL1 grouping away from the other group II genes. The genes within
each group are closely related, yet they are spread throughout the haplotype.
The proximally closest genes within the same group are the group V genes, that
are wholly contained at the 3′ end. The other gene groups are separated by either
two or three genes from alternative gene groups. Each non-group V gene belongs
to an alternate block to the other genes within that group.
The blocks are evident in the dot plot shown in Figure 16. The blocks have
been designated block A to E, with block A the most 5′ and block E the most
3′. There is high sequence identity between block A and block B, Figure 16,
with a slight break in the line of identity at the position of BotaKIR3DXL6.
Block A and B show similarity with block C but not to the same extent. Blocks
D and E share significant sequence identity, which could be a result of group
V gene duplication BotaKIR3DXL1 and BotaKIR2DXP1 in block E to form
BotaKIR3DXS1 and BotaKIR2DXP2 of block D. There is inevitable sequence
similarity between all the blocks that is an artefact of KIR sequence comparison
as there will always be similarities between KIR gene sequences. However, from
the gene groups shown in Figure 15 and the identity between the blocks shown
in Figure 16, two sets of blocks are defined; Set 1 comprising blocks A, B and
C and set 2 containing blocks D and E. Set 1 blocks include the gene groups
I - VI. Set 2 blocks consist exclusively of group V genes and the group II gene
BotaKIR2DL1, which is notably different to the other group II genes.
To facilitate comprehension of the gene, group, block and set nomenclature
hierarchy Figure 18 is a diagrammatic representation of the haplotype with the
genes, groups, blocks and sets labelled. Although Figure 16 clearly shows the
formation of the blocks, it only shows similarity greater than 150 bp. To accu-
rately compare and contrast the different blocks, a higher resolution approach is
required.
Sequence identity was plotted over alignments of the different blocks. Blocks
within each set were aligned using MAFFT then using a sliding window approach,
average sequencing identity was calculated over a window size of 500 bp for each
individual base pair, Figure 19. Block B and C have very high sequence similarity
to block A, Figure 19a. Block B (blue line) has largely identical sequence to block
A with the exception of the first 10 kb. This includes the gene BotaKIR3DXL6
and a segment of sequence unique to block B. Block C (green line) also has high
sequence identity for the majority of the block relative to block A, albeit not
as high as the block B identity. However, block C does not contain a group III
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Figure 15: Neighbour joining phylogenetic tree of KIR gene sequences from the
de novo assembled BAC clones. The tree is constructed using the full length
genomic DNA sequence, 500-bootstrap replicates were used with the Tamura-
Nei algorithm. Gene groups are colour coded.
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Figure 16: Dot plot of 150 bp showing regions of high sequence identity between
blocks of genes. Blocks and genes are annotated along the axes, comparisons be-
tween blocks are surrounded by dashed line boxes. Dots represent exact sequence
identity over 150 bp and lines represent several dots over consecutive sequence.
Therefore, the diagonal line from the top left corner to the bottom right corner
is identical sequence as the CKH has been compared to itself. Dots and lines
outside of this diagonal represent sequence identity within the haplotype which
come from a result of sequence duplication or repetitive elements. Block positions
and gene content is based on gene group relationships shown in Figure 15. The
dashed lines outline comparisons between different blocks within the haplotype.
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Figure 17: Cartoon representation of block duplication. Arrows represent dupli-
cation of genes and grey background represents the block. Genes are represented
as they are in Figure 10 but colour coded by group.
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gene, which is shown by the reduction in sequence identity midway through 2DS3
and subsequent increase in sequence identity midway through 3DXS3. This is
consistent with Figure 13b which indicates the tail end of BotaKIR2DS1 from
block A has greater similarity to the tail regions of the group V and III genes
than the other group II genes. There are two regions of unique sequences specific
to block C within the group IV genes. This can be seen within the intron 4 of
BotaKIR3DXL7 and is likely inserted sequence found in BotaKIR3DXL3.
Figure 19b shows the similarity between the set II blocks lies within the group
V genes. Block D (blue line) has high sequence identity to block E for the major-
ity of the two blocks however the 2DXP1/2 genes have reduced identity. There is
also block D specific sequence between the two group V genes that is not present
in block E. There is high sequence identity between the blocks at the 3DXL1
locus. However there is a drop in identity score between the exon 5 (domain 2)
and exon 6 (stem domain) that signifies a breakpoint between signalling domains
of BotaKIR3DXL1 and BotaKIR3DXS1. This is where recombination has taken
place introducing an activating tail to BotaKIR3DXS1 in block D.
Blocks A and B may have formed from block duplication of block C, which
itself may have formed through gene and haplotype rearrangements. As blocks A
and B are more similar to each other it is predicted that they duplicated more re-
cently with one of them being the product of a block duplication and subsequent
group III gene insertion (or deletion) in block C. This is shown in a cartoon rep-
resentation of the predicted block duplication, which shows the predicted path of
gene duplication over the evolution of the CKH (Figure 17). Furthermore, there
has been block duplication and gene conversion from block E to block D with
BotaKIR3DXL1 recombining with an activating tail to form BotaKIR3DXS1.
There has likely been further duplications and gene recombinations that cannot
be implied from this one full haplotype sequence. However, the model suggested
here is of block duplication occurring in the two sets separately and limited to
sequence still present in the haplotype. For evidence to support the order of
block duplication in the model shown in Figure 17, it is hypothesized that there
would be a SNP frequency gradient, with fewer total SNP numbers in each block
relative to its neighbouring 3′ block based on the time of duplication. This hy-
pothesis can be tested by looking at the SNP positions within the second cattle
KIR haplotype.
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Figure 18: Hierarchy of groups, blocks and sets within the cattle KIR haplotype.
Genes are colour coded depending on group.
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(a)
(b)
Figure 19: Sliding window sequence identity analysis of aligned blocks. (a) 500
bp sliding window of blocks B and C compared to the block A reference. The
blue and green lines represent the relative sequence identity of blocks B and C
respectively to block A. X axis represents base pair position within the alignment.
Y-axis represents the average identity within the sliding window for each base
pair along the x-axis, 1 is identical and 0 is no identity, alignment pads are
counted as 0. Vertical shaded grey columns represent unique sequence belonging
to either block B or block C, labelled above the column. The genes of block A
are annotated along the bottom to scale, grey rectangles show the area of the
gene and black lines are the exons within the gene.(b) 500 bp sliding window of
block D (blue line) to reference sequence block E using same criteria as (ABC).
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2.3.16 A second CKH (CKH2) shows identical gene structure and
polymorphic sites
The second haplotype two BAC clone, 68F4, could not be successfully de novo
assembled due to poor sequencing quality and the highly repetitive nature of the
region. In an attempt to fully sequence this clone it was sequenced again with the
Illumina HiSeq platform yielding 24.6 million reads at 2 x 100 bp, however this
also did not enable de novo assembly despite several different assembly techniques
with differing combinations of 454, Sanger and Illumina datasets. Therefore in
order to determine the polymorphic positions for the second haplotype over the
entire sequence available both raw sequence data from both BAC clones was
aligned to the CKH 1 reference sequence. Variable positions were then called us-
ing Varscan2 and were kept subject to conservative criteria implemented to filter
out false SNPs. The criteria were based on whether the position had Illumina
and or 454 coverage and whether they agreed. Due to the higher accuracy of
Illumina chemistry, disagreements between Illumina and 454 data were awarded
to Illumina so long as the Illumina read coverage was greater than 500.
The final SNPs called are shown in Table 5, the effects of variable positions
within exons of functional genes have been determined and are shown in the
table. For the region that has been sequenced, haplotype 2 has identical gene
structure to haplotype 1, however there are polymorphic positions that create
allelic variation between the two haplotypes within the KIR exons. The variable
positions in haplotype 2 are concentrated in the Ig domains of the genes (Figure
20b). This suggests that the variation has been driven by selection pressures
resulting from the interactions between the Ig domains and their MHC class 1
(or class 1-like) ligands.
There is a greater number of SNPs between the 3′ end genes on these haplo-
types. Genes within block C have greater numbers of SNPs between haplotypes
when compared to their corresponding group genes in block A and block B, shown
in Figure 20a. This suggests that block A and B were a more recent duplica-
tion than block C which has received greater mutation numbers over time as
a consequence of selection pressure and/or genetic drift. Conversely the blocks
A and B could be constrained by their ligands with further mutations within
these genes resulting in a loss of fitness as ligand specificity may be reduced.
Block A has slightly higher number of SNPs compared to block C. This can be
accounted for by BotaKIR3DXL6 which may have been introduced into block
A by recombination after block A duplication from block B as shown in Figure
19a. Interestingly no SNPs were found in BotaKIR3DXL4, this could point to
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gene group domain CDS pos. codon pos S/NS residue haplotype 1 haplotype 2
3DXL6 1 Domain 1 375 3 S 104 A A
I 528 3 N 155 W *
I Domain 2 804 3 S 247 A A
I 882 3 N 273 H Q
I 887 2 N 275 P R
I 894 3 N 277 F L
I 921 3 N 286 L F
2DS3 2 Domain 0 268 69
II 287 75
II 314 84
3DXS3 3 Domain 1 410 116
III 570 169
III Domain 2 651 196
III Stem 962 300
3DXL7 4 Domain 0 133 1 N 24 V M
IV 208 1 N 49 E K
IV Domain 1 507 3 S 148 T T
2DS2 2 Domain 0 269 69
II 287 75
II 314 84
II Stem 657 198
3DXS2 3 Domain 0 196 45
III Domain 1 411 116
III 571 170
III 626 188
III Domain 2 656 198
III 674 204
III 768 235
III Stem 963 300
3DXL5 4 Domain 0 133 1 N 24 V M
IV 249 3 S 62 P P
IV Domain 1 393 3 S 110 L L
IV 397 1 N 112 G R
3DXL2 2 Domain 0 80 2 N 6 V E
I 111 3 S 16 P P
I 298 1 N 79 W R
I 299 2 N 79 W *
I 308 2 N 82 H R
I Domain 1 360 3 S 99 I I
I 381 3 S 106 L L
I 400 1 N 113 V M
I 482 2 N 140 R H
I 628 1 N 189 I V
I Domain 2 679 1 N 206 V M
I 781 1 N 240 A S
I 896 2 N 278 S L
I Stem 982 1 N 307 S T
I Trans 1068 3 S 335 I I
2DS1 2 Domain 0 92 10
II 123 20
II 237 58
II 240 59
II 282 73
II Domain 2 393 110
II 404 114
II Trans 716 218
II 775 238
3DXL3 4 Signal 2 36 3 S -9 R R
IV Domain 0 87 3 S 8 L L
IV 153 3 S 30 F F
IV Domain 1 397 1 N 112 S R
IV 453 3 S 130 I I
IV 509 2 N 149 H R
IV 544 1 N 161 M V
IV Domain 2 661 1 N 200 P S
IV 662 2 N 200 P R
IV 666 3 S 201 S S
IV 691 1 N 210 V L
IV 730 1 N 223 K E
IV 832 1 N 257 R C
IV 892 1 N 277 H Y
IV Trans 1106 2 N 348 F S
IV Tail 2 1183 1 N 374 A T
Table 5: Table of haplotype 2 SNPs showing positions and residue changes be-
tween CKH 1 and 2 within the KIR gene exons.
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functional importance of BotaKIR3DXL4 as it may be constrained to binding
it’s ligand. Although synonymous substitutions would be suspected they are not
seen, there are however variable positions within the intron sequences proving
this gene has alleles.
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Figure 20: SNP comparison between CKH 1 and 2. 20a Bar chart of total SNPs
within exons for gene blocks A, B and C. Bars are broken down to gene groups
by colour. 20b Table of SNP numbers by exon within the KIR genes.
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2.4 Discussion
The first complete cattle KIR haplotype sequence has been assembled from a
Holstein-Friesian BAC library using Roche 454 pyrosequencing and finished with
targeted Sanger sequencing. A partial second haplotype from the same animal
has also been assembled, demonstrating identical gene content and order but with
considerable polymorphic diversity within the complex. Further BAC clones from
the second haplotype could not be found within the BAC library. Therefore, to
fully genotype this animal further sequencing of genomic DNA would be required.
The results in this chapter show the cattle KIR complex has a total of 18
discrete loci over 266 kb of sequence. Eight of these loci encode predicted func-
tional genes, six encode null-alleles and four encode pseudogene fragments. Of
the eight functional genes, only one loci encodes an activating KIR, the other
seven encode intact and predicted functional inhibitory receptors. However, all
but one of the null-alleles encoded activating genes, demonstrating a significant
bias toward inhibitory receptors within the cattle KIR haplotype. The cattle
KIR complex contains both X and L-lineage genes. Cattle are the only species
known to have expanded the X-lineage KIR genes, which remains a single gene
within humans and non-human primates. Contrary to previous theories, cattle
have also expanded the L-lineage genes (group II cattle KIR). However, only a
single L-lineage gene, BotaKIR2DL1, is predicted to be functional within the
cattle KIR complex, the other L-lineage genes are all null-alleles. Therefore the
major functional genes within the cattle KIR haplotype are X-lineage, inhibitory
genes with three Ig domains.
Sequencing of a partial second KIR haplotype has revealed the same structure
and gene content but with notable polymorphisms concentrated within the Ig
domain exons sequences. The KIR complex is flanked by the LILR genes at the
5′ end and the FCAR gene at the 3′ to create an LRC structure syntenic with
other mammalian species.
2.4.1 Gene and block duplication mechanisms and models
This cattle KIR haplotype has expanded through a series of block duplications
and subsequent rearrangements. This has resulted in 5 discrete blocks of KIR
genes. Block duplication is likely to have occurred through non-allelic homol-
ogous recombination (NAHR) during meiosis and is depicted in Figure 17. Of
the five discrete blocks, three of the blocks; blocks A, B and C, contain three of
the same gene groups; I, II and IV, present in the same order. Blocks A, B and
C have very high sequence identity and were likely generated from two NAHR
September 17, 2014 Nicholas D Sanderson 79
Sequence and assembly of a Cattle KIR haplotype 2.4 Discussion
events. The first event gave rise to block B from block C, and subsequently block
B generated block A. Before duplication of block B to form block A and after
duplication of block C to form block B, a group III gene was inserted into block
B. Group III genes are exclusive to blocks A and B and are likely derived from
recombination between group I or V gene and the tail of an activating gene. This
likely occurred prior to the duplication and diversification of the groups I and
V which share a recent common ancestral gene. Although Figure 13a suggests
that the group III and V share similar Ig-like domains, Figure 12 shows group III
has Ig domains similar to both group I and group V. Therefore group III likely
evolved before the formation of the blocks that can be seen now and has since
been inserted into block B before duplication to form block A.
I predict that block D and E arose through a separate event with block D
forming from block E. This would have included a gene recombination event
between the extra-cellular domains of the group V ancestral gene and the trans-
membrane domain of a group II activating gene generating BotaKIR3DXS1. The
order of the gene duplication was predicted from the similarity between genes and
blocks which is highest between block A and B than A and C or B and C. Fur-
thermore, the number of SNPs in the second haplotype is higher in block C than
B or A. However, this is a hypothesis based on two haplotypes and needs further
evidence. The disrupted sequence of BotaKIR3DXL6 is substantially different
to the other group I genes BotaKIR3DXL2 and BotaKIR3DXL4 and may be a
product of further recombination that is not accounted for in the model described.
There were inevitably further block duplications and gene recombination
events that cannot be elucidated from the current cattle KIR haplotype se-
quenced. These further unpredicted events have been deleted from the current
haplotype by more recent events. However, fragments of previous genes remain,
such as the BotaKIR1DP and BotaKIR2DXP pseudogenes. These pseudogenes
could be artefacts of the gene and block duplication events that occurred prior
to the blocks seen now. To further understand the evolution of the cattle KIR
haplotype and the origins of the KIR gene fragments, sequence analysis of other
ruminant KIR haplotypes would need to be performed. This could highlight
any shared genes that have been disrupted during the evolution of the cattle
KIR haplotype, and would therefore have been present in the common ancestral
haplotype.
The block duplication has generated five disparate groups of cattle KIR genes,
each represented at two to four discrete loci within the KIR complex. The
high levels of sequence similarity is likely to have prevented the identification of
individual gene members between members of each gene group as discrete loci.
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It is probable that the gene groups would have been classified as alleles without
this completed reference sequence. It would also be prudent to consider any
future alleles as potentially new discrete loci that have been generated through
further block duplications and copy number variations, i.e. we cannot rule out the
possibility that alleles sequenced independently are actually new genes elsewhere
on the chromosome. To correctly genotype the KIR content of diploid cattle
genomes, a quantitative approach would be required. This could take the form of
qPCR or digital droplet PCR (ddPCR). However, to robustly design the probes
required, the level of polymorphism within the KIR genes would need to be
gauged.
2.4.2 Inhibitory KIR haplotype and the effect on NK cells
The cattle KIR haplotype sequenced in this project has 18 discrete loci. However,
four loci contain pseudogenes and a further six loci encode null-alleles. Of the
remaining eight functional genes, only one encodes a short activating receptor.
Therefore, the cattle KIR haplotype has an inhibitory receptor bias akin to that
seen in the human A haplotype. The inhibitory bias of the A haplotype in
humans is postulated to generate a more potent NK cell response to combating
infections [110].
The human A haplotype is found in nearly all human populations alongside
the B haplotype that is believed to play a role in NK cell remodelling of the spiral
arteries during trophoblast implantation in pregnancy [110]. The two haplotypes
are believed to be maintained within human populations through balancing se-
lection; haplotype A providing a selective advantage for fighting infections and
haplotype B providing a selective advantage preventing pre-eclampsia [66].
It could be suggested that the inhibitory receptor bias seen in the cattle KIR
haplotype results in a potent NK cell response to pathogens, generated via natural
selection through generations of co-evolution with infectious diseases. However,
cattle have been extensively bred and domesticated by humans which may have
influenced their KIR genes, selecting individuals and breeding from them may
have introduced a bias to one KIR haplotype. This potential founder effect can be
investigated by interrogating the genome of ancestral cattle, the aurochs, which
pre-dates the domestication of cattle [14,43]. There is currently no evidence of a
corresponding “B” haplotype in cattle however only a two haplotypes have been
sequenced. Furthermore, it may be possible that the null-alleles encoding short
receptors could be functional in other animals. This will become evident with
further sequencing to gauge the levels of polymorphisms with cattle KIR.
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2.4.3 Functional ablation of activating receptors
Of the six null-allele loci in the cattle KIR complex, we predict five loci would
have encoded short tail activating receptors. A further two disrupted pseu-
dogenes, 1DP1 and 1DP2, would also encode short tail activating receptors.
Therefore, seven discrete loci containing activating receptors have become non-
functional which is in contrast to the single non-functional inhibitory receptor,
BotaKIR3DXL6*01N, within the complex. This supports the model outlined by
Laurent Abi-Rached and Peter Parham [1], whereby activating receptors are de-
rived from inhibitory receptors, then subsequently become non-functional. Viral
subversion of inhibitory receptors, utilising ligand homologues, generates selec-
tion pressures forming activating receptors from inhibitory genes. The genetic
mechanism involved is either point mutations generating a lysine within the trans-
membrane domain and a stop codon before the ITIM motifs or through recombi-
nation of the entire transmembrane domain with another activating gene. Short
tailed activating genes are short lived because they can be detrimental to host
fitness due to recognition of self ligands leading to autoimmunity.
The short tailed null-alleles and pseudogenes within the cattle KIR complex
from a common gene group have likely duplicated after mutation created prema-
ture stop codons. As seen in Table 4, each group of genes each have stop codons
in the same position. Therefore these null-alleles have been carried over from
block duplication after they became non-functional. Nonetheless, the process of
inactivating short tailed receptors has occurred independently three times during
the evolution of the cattle KIR haplotype, with short-tailed genes from groups II
and III, and the gene fragments 1DP1 and 1DP2 all becoming non-functional.
Therefore, it is possible that during the evolution of the CKH, these three gene
groups had inhibitory ancestral receptors that were subverted by viral infections,
creating a selection pressure to generate activating genes. Subsequently, the acti-
vating receptors became detrimental to the host in the absence of viral selection
pressures disappeared and the genes became non-functional as a result of negative
selection pressures.
2.4.4 Evolution of activating KIR receptors in cattle
The activating KIR gene short tail exon sequence in cattle, including the arginine
containing transmembrane domain and disrupted cytoplasmic tail, has evolved
once prior to duplicating and recombining throughout the haplotype. This is
shown in Figure 13b demonstrating that all of the tail segments clade together
within their functional groups, including both X and L-lineages. Therefore, the
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most parsimonious explanation is that the activating tail was inherited from a
single activating receptor and has duplicated throughout the haplotype via re-
combination with inhibitory genes. This creates activating receptors that recog-
nise the same ligands of the inhibitory receptors but translate these interactions
to an activating signal. This has happened between the group I/V ancestral gene
and the group III genes that have similar ectodomains (Figure 13a) but different
signalling domains (Figure 13b). This has occured in the L-lineage group II genes
and potentially more recently in the group V genes, where BotaKIR3DXL1 and
BotaKIR3DXS1 have nearly identical Ig domain sequence but different signalling
domains.
The group V genes are an example of paired-receptors, proteins that share
nearly identical ligand binding extracellular domains but have different signalling
domains. These paired-receptors have been found in several gene families and
include an inhibitory allele or locus together with an activating allele or locus [2].
Selection pressures during host-pathogen co-evolution are believed to be the driv-
ing force behind the evolution of the paired-receptors. One notable example are
the Ly49I and Ly49H recepors in mice, which both recognise the m157 protein
produced by murine cytomegalovirus (MCMV) [4]. This decoy protein subverts
the inhibitory receptor Ly49I in MCMV susceptible mice. However, the ac-
tivating paired-receptor Ly49H binds the protein and causes resistance to the
infection (reviewed in detail here [4]). It is thought that BotaKIR3DXL1 and
BotaKIR3DXS1 have undergone similar selection pressures to generate paired-
receptors. These group V genes are found encoded on the same haplotype and
therefore, if both are expressed, could produce opposing signals to the same target
cell. The translation and cell surface expression of these genes may be controlled
by further factors such as intron silencing to prevent contradictory signals.
The evolutionary origin of the activating tail in cattle is unknown and has
evolved independently to primate activating tails. This is because primate acti-
vating tails transduce a signal through a charged lysine residue within the trans-
membrane domain, whereas cattle utilise a charged arginine. These residues
are at slightly different relative positions within the transmembrane domain and
interact with different signalling adapters. The human and primate KIR2DL4
receptor has an arginine residue within the same position as the cattle activat-
ing receptors. However, there is very low sequence identity and this functional
similarity is likely a result of convergent evolution to utilise the same signalling
adapters than of shared ancestral sequence.
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2.4.5 Conclusions from the first cattle KIR haplotype sequence
In this chapter we have sequenced and assembled the first cattle KIR haplotype
using massively parallel sequencing and finished with targeted standard sequenc-
ing. The finished haplotype took several cycles of targeted sequencing, hybrid
assembly and manual editing which demonstrated the difficultly in producing a
reliable KIR complex from the whole genome assembly attempts. This first cattle
KIR haplotype displays the importance of KIR genes within the cattle genome.
With several functional loci, it likely evolved through years of pathogen selec-
tion pressures meaning the KIR receptors are crucial to the health and fitness
of cattle. Now with the capabilities afforded by complete genomic sequences for
each of the KIR loci, it is now possible to study each gene individually. This will
enable the extent of polymorphisms and gene presence or absence to be studied
for each KIR gene. Furthermore the complete haplotype reference sequences will
facilitate polymorphism and copy number variation investigation by short read
mapping studies. From this, the function and importance of the cattle KIR genes
can be interrogated.
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3 Chapter 3. KIR in the ancient cattle genome
3.1 Introduction
The animal used to sequence and assemble the KIR complex in chapter 2 was a
Holstein-Friesian (HF), a breed almost exclusively used for dairy production in
Europe and north America. HF have undergone intensive artificial selection to
make it the highest milk producing breed in the world. The intensive selection
for production traits has been prioritised over selection for health based traits i.e.
disease resistance [52]. This process may have affected immune gene complexes
such as the KIR complex, resulting in haplotypes that do not reflect evolution by
natural selection. There may also be a lack of diversity within the KIR complex
caused by inbreeding, reliance on restricted number of sires and the founder effect.
It is important to understand the differences between the KIR complex in
modern domesticated cattle and the KIR complex that evolved before domes-
tication. This is because the KIR complex of cattle prior to domestication has
evolved through natural selection pressures. Differences between the wild and
domesticated complex may be an indication of loss of function. There is evi-
dence that cattle NK cells play a much reduced role in pregnancy compared to
humans, so the role of KIR is likely to be involved in host-pathogen recogni-
tion and immune surveillance [106]. This could be useful for future breeding
programmes where the KIR alongside other immune genes are considered for
improving animal health.
To gain an indication of the influence domestication has had on the cattle
KIR complex, the ancestral cattle genome was interrogated for KIR sequences.
Modern taurine (Bos taurus) cattle, including the Holstein-Friesian breed, orig-
inated from the aurochsen species of cattle. This species, Bos primigenious, has
been shown to be the ancestor to taurine cattle and pre-dates human domestica-
tion of livestock [43]. The aurochs sequenced here has been radio carbon dated
to be approximately 6,700 years old and originated from the Derbyshire area [43].
Although cattle are predicted to have been domesticated approximately 10,000
years ago, this bone pre-dates the arrival of the human populations responsible
for domesticating livestock to the British Isles. Therefore the aurochs genome
studied here is believed to have been wild and not a product of artificial selec-
tion via domestication. To genotype the aurochs for KIR the raw sequencing
reads were obtained and mapped to the cattle KIR complex. This enabled KIR
gene presence/absence to be determined however the fragmented ancient DNA
molecules caused reduced read length that impacted the resolution of KIR geno-
typing.
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3.2 Methods
3.2.1 Custom cattle genome construction
A custom cattle genome reference sequence was generated utilising the UMD
build 3.1 (ID GCA_000003055.3). Blat searches revealed the locations of the
KIR sequences within the genome build and a bespoke python script was used
to generate a new genome with the KIR sequences omitted, described in the
appendix (section 9.2.4). From this, two reference sequences were generated;
one with each cattle KIR sequence from the haplotype 1 sequence in chapter
2 inserted, and another with the full length KIR complex inserted. The first
reference sequence was used to determine group aligning reads and the second
was used for uniquely aligning reads and coverage breadth and depth along the
haplotype.
3.2.2 Sequence alignment bioinformatic pipeline of aurochs genome
Illumina reads
The aurochs genome has been sequenced, but not published, based on DNA
extracted from the proximal half of a humerus bone, previously used to determine
the mitochondiral genome sequence [43]. The DNA was sequenced using the
Illumina HiSeq 2000 platform with 37 or 74 cycles.. The Illumina reads had been
trimmed for adapter sequence and quality by the providers at Trinity College
Dublin. All sequences from each sequencing run library were aligned to the KIR
complex sequence, assembled in chapter 2. Reads were aligned using the BWA
aln algorithm [84] with default settings, aligned reads and their read partner were
extracted using a bespoke python script described in the appendix (section 9.2.2).
The extracted reads were aligned to the custom cattle genome build using BWA
aln with default settings. Alignments were filtered for uniquely mapping reads
using a combination of samtools and grep commands described in the appendix
(section 9.2.3). Reads that alternatively aligned to genes from other groups were
extracted using a bespoke python script described in the appendix (section 9.2.3).
3.2.3 Sequencing coverage breadth and depth calculation
Coverage depth was calculated using bedtools coverageBed program and plotted
with a sliding window (line smoothing) value of 300 bp using a bespoke python
script (section 9.2.6). The bed format coverage depth file produced was used
to calculate the coverage breath using a bespoke python script (section 9.2.6).
Positions mapped with more that 1x aurochs or simulated read were calculated,
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positions with more than 1000 x BAC DNA reads were calculated to generate a
total percentage coverage for the entire complex as well as each intron, exon and
gene. BAC sequencing required a higher threshold due to the higher sequencing
depth generated and the spill over reads from other BAC clones.
3.2.4 Simulated dataset creation and analysis
Simulated datasets were generated from the haplotype 1 cattle KIR complex
reference sequence assembled in chapter 2. A bespoke python script (appendix
section 9.2.5) was used to generate artificial fastq sequences of varying lengths
from the KIR complex sequence. The script cut the sequence with varying over-
lap dependent on the specified sequence length using the normal and reverse
complemented sequence. Each base position was assigned a quality score of Q30
in order to represent good quality Illumina sequencing. Each simulated dataset
was aligned using the pipeline described in section 3.2.2, however BWA mem [83]
was used due to its higher accuracy with longer read lengths (over 100 bp). Ac-
curacy was checked at shorter read lengths and was identical to BWA aln (data
not shown). Increments of 15 bp were used from 15 bp to 2000 bp DNA fragment
lengths. The coverage depth and breadth was calculated using the methods de-
scribed in section 3.2.3. Coverage breadth over fragment length was plotted using
a bepsoke python script for all the different simulated fragment sizes generated
(appendix section 9.2.5).
3.2.5 BAC clone DNA sequencing
BAC clone DNA was previously produced in section 2.2.7. Raw reads were
artifially cut down to a read length of 35 bp in order to simulate the aurochs
genome sequencing.
3.2.6 High resolution loci defining SNP analysis
Files containing the samtools pileup format were generated for each KIR se-
quence based on the group aligning reads from the aurochs genome. Sequences
from each group of KIR were aligned using mafft and manually corrected using
seaview to generate an alignment in fasta format. Each difference between pairs
of sequences (AKA loci defining positions) within this alignment was interrogated
within the pileup file to determine aurochs genome sequence concordance with
the loci defining position. This was performed using a bespoke python script
and pipeline described in section 2.2.7 in the appendix. The total number of
loci defining positions (LDPs) for each gene pair was calculated along with the
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number of LDPs covered by aurochs mapped sequencing reads. The number of
reads that were discordant with the reference genes LDP was calculated to define
genes that were not represented. The percentage of reads corresponding to the
LDP was determined at 50%, 75% and 100% thresholds.
3.2.7 SNP calling
SNPs were called from the group read filtered alignments using the same methods
described in section 2.2.7. Residue changes for aurochs were compiled based on
KIR group as reads may have alternatively mapped to the other group genes.
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3.3 Results
3.3.1 The aurochs raw genome sequencing reads were aligned to the
cattle KIR complex
The aurochs raw genome sequences were supplied by collaborators at Trinity
College Dublin and have not been published yet. The data represents the genome
of an individual, radio carbon dated at approximately 6,700 years old. The
ancient DNA was isolated from a bone artefact and sequenced with the Illumina
platform, as previously described by the group after sequencing the mitochondrial
DNA [43]. The ancient DNA was heavily fragmented and therefore average read
length is 37 bp making de novo assembly impossible, Table 6. To determine the
KIR content and any KIR sequence variation within the aurochs genome, the raw
reads needed to be aligned to the KIR complex sequence assembled in chapter 2.
Mapping an entire genome to just the KIR complex results in a surplus of
aligned reads that should map to other regions of the genome. However, aligning
all of the raw aurochs sequencing reads to the entire cattle genome and the KIR
complex requires a lot of computational time and resources. Therefore, to reduce
the quantity of the raw reads to align but also remove reads that align to other
positions within the genome, a custom pipeline was established. Firstly, the raw
reads were aligned to the KIR complex reference sequence, then the reads that
aligned, and their sequencing pair (if available), were subsequently extracted from
the original pool of aurochs genome sequences. These extracted reads were then
aligned to a custom genome build which has had all KIR-like sequences removed
and the KIR complex reference sequence inserted as a standalone chromosome.
Alongside the aurochs genome, raw sequencing reads from human and dog
genomes were aligned to the cattle KIR complex as negative controls, Table
6. Humans have expanded the KIR but the sequences vary significantly, and
dogs have no KIR genes within their genome [60]. Although these two genomes
were sequenced with 100 bp reads, they were artificially reduced to 37 bp read
lengths to simulate the aurochs genome sequences. Alignment of reads from these
genomes to the cattle KIR complex would highlight non-specific regions of the
cattle KIR complex.
The raw sequencing reads from each genome were aligned to the KIR complex
then subsequently the aligning reads were extracted, Table 7. No reads from the
negative control genomes aligned to the cattle KIR complex. This suggests that
the cattle KIR complex is specific to cattle and not unrelated mammals.
From a total of just under 2.7 million reads from the aurochs genome, 88,952
reads aligned to the cattle KIR complex which is representative of 0.00332%
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of the total genome reads, Table 7. However, when these reads were extracted
and aligned to the KIR complex and custom genome build, only 13.44% of the
extracted reads aligned to the KIR complex, Table 8. Therefore, a large portion
of the KIR complex reads extracted are from repeat regions in the genome.
There are several different repeat sequences within the cattle KIR complex that
are repeated across the genome. Therefore, all the repeat reads from the genome
will have aligned to the KIR complex sequence. This may also be true for gene
sequences from other regions of the genome that are similar to the LRC gene
sequences. By aligning the extracted reads to the custom genome, these excess
reads have have been prevented from aligning to the KIR complex.
3.3.2 Simulated data reveals the limitations of short read genomic
alignments to cattle KIR complex
Before the short read aligned data could be interpreted, the limitations of the
read lengths were explored. The aurochs genome raw sequences have an average
read length of 37 bp; to understand the quantity of the LRC that could be
accurately mapped using these short reads, simulated datasets were generated.
The percentage of read coverage breadth increases with fragment size when
aligned to the cattle KIR complex, Figure 21. Uniquely mapping reads need a
greater fragment size in order to completely cover the complex. Therefore to
align reads to the complex uniquely, longer reads are required to span a greater
number of loci defining positions. The percent breadth of coverage over just
the uniquely mapping KIR exon sequence is lower than the percent breadth of
coverage over the uniquely mapped entire KIR complex up to a fragment size
of 290 bp. A fragment size over 290 bp results in higher percentage breadth of
coverage in the KIR exon regions than the entire complex. To uniquely map reads
to just the KIR exons, a read fragment length of at least 550 bp is required. This
is beyond the capabilities of current Illumina technology which is used for the
majority of genome resequencing projects. To uniquely align reads to the entire
complex, a fragment length of over 1.2 kb is required. This simulated dataset
suggests that the breadth of coverage for the aurochs raw genome reads will only
be around 50-60% of the KIR complex due to the limited read length of 37 bp.
This 37 bp read length is inadequate for the repetitive region of the genome
targeted here. Therefore, a lack of aurochs sequence coverage is not indicative
of gene absence within the aurochs genome. Further quantitative comparison
between the aurochs breadth of coverage and positive control datasets is needed to
determine gene presence or absence. Furthermore determining sequence variation
within the KIR will not be possible for all of the genes.
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N reads Total bases Av length % of extracted
11,951 441,851 37.0 13.44
Table 8: Table of statistics from aurochs extracted LRC reads mapped to the
LRC in the custom genome. Number of reads, total bases and the average length
in base pairs of the extracted aurochs reads that mapped to the KIR haplotype
within the custom genome build. The custom genome build has allKIR sequences
removed and the KIR haplotype from chapter 2 has been inserted as a standalone
chromosome.
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Figure 21: Chart showing percentage of read coverage breadth over simulated
fragment length. Simulated sequence fragments were artificially generated from
the KIR haplotype then aligned back to the KIR haplotype. Read coverage
breadth was calculated for positions with read coverage of 1x or above over the
entire haplotype and just the exons. This is displayed as a percentage where
100% would be complete coverage of the haplotype or KIR exons. BWA mem was
used for all alignments and Unique represents uniquely mapping reads, Normal
represents reads unfiltered. The four lines show the total unfiltered KIR complex
(black) and KIR exons (green), as well as the uniquely aligned KIR complex (red)
and KIR exons (blue).
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3.3.3 Uniquely mapped read coverage depth and breadth is reduced
in repetitive areas of the KIR complex
The aurochs genome normal coverage shows that all KIR loci are represented
by raw sequencing reads, Figure 22. However, when the ambiguously mapping
reads are filtered out leaving only uniquely mapping reads, read coverage is re-
duced. There are very few uniquely mapping reads over BotaKIR2DS2/3 and
BotaKIR3DXS2/3 within the blocks A and B of the KIR complex. To prove this
is an artefact of the repetitive nature of the complex, and not the lack of these
genes from the aurochs genome, the same alignment pipeline was repeated using
positive control datasets.
The BAC clones (303D02 and 369B10) were used to assemble and verify the
first KIR complex sequence and therefore contain identical sequence to the as-
sembled complex used as the reference sequence. The Illumina sequences from
the BAC clones were artificially reduced to 35 bp lengths. Therefore, the BAC
reads are comparable to the raw aurochs genome reads. Simulated reads as de-
scribed in subsection 3.3.2 were used with a read length of 35 bp to be comparable
with the aurochs genome reads. Both the BAC 35 bp reads and the simulated
data show that after filtering for uniquley mapping reads, there is a significant
reduction in read coverage over the KIR sequences within block A and B, Figure
22, which confirms the lack of read coverage is a consequence of insufficient read
length and not genomic structural variation. There is also a reduction in normal
read depth coverage over the block A and B KIR genes in the aurochs genome.
The coverage depth is roughly half of the rest of the complex. This suggests that
the aurochs genome may be heterozygous, with one haplotype representing the
complex assembled in chapter 2 and another a reduced gene number haplotype.
Read coverage breadth was calculated as a percentage of sequence coverage
over the X-axis. Coverage along the X-axis of the haplotype is the amount of
sequence accounted for by mapped raw reads. Read breadth coverage of 100%
indicates that the entire gene is accounted for by aligned sequencing reads. The
breadth of coverage was calculated for each gene in the cattle KIR complex from
the aurochs, 35 bp BAC and simulated data alignments, Table 9. The coverage is
based on uniquely mapped reads and is equivalent to the data shown in Figure 22.
There is reduced read coverage breadth for the 2DS2/3, 3DXS2/3 and 3DXL5/7
KIR in all of the datasets, table 9. This further demonstrates that the reduction
in read coverage is the result of inadequate read length and not absence of the
genes.
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Aurochs BAC Simulated
3DXL6 68.3 80.6 87.7
2DS3 7.1 17.8 15.6
3DXS3 5.5 0.8 17.2
3DXL7 6.8 19.8 18.3
3DXL4 28.7 51.9 47.3
2DS2 3.9 19.0 17.9
3DXS2 6.9 13.4 16.5
3DXL5 13.5 21.9 17.2
3DXL2 51.7 62.1 52.0
2DS1 68.3 75.0 74.1
3DXL3 65.2 4.3 75.0
3DXS1 58.7 66.9 61.4
3DXL1 55.2 72.1 68.0
2DL1 83.3 67.6 95.4
Table 9: Table of aurochs KIR total breadth of sequence coverage. Each number
is a percentage of the total gene length that is covered by at least one sequence
(1000x coverage required for the BAC clones). Numbers have been shaded with
lower read breadth of coverage a darker shade of grey. BotaKIR3DXL3 is very
low within the BAC clones because it was not covered by the BACs sequenced
with Illumina data and is therefore not represented.
September 17, 2014 Nicholas D Sanderson 96
KIR in the ancient cattle genome 3.3 Results
3.3.4 High resolution analysis of the loci defining single nucleotide po-
sitions predicted KIR gene presence within the aurochs genome
The uniquely mapping reads only align to the cattle KIR complex if they cannot
be aligned elsewhere to the reference sequence. Therefore the uniquely mapping
reads align to loci defining positions. These are positions that define the KIR
sequence from other KIR within the same group. Within the more divergent KIR
groups there are more loci defining positions that enable reads to align uniquely
to those loci. However, within the least divergent groups such as the short tailed
group II and group III genes, there are fewer loci defining positions for the reads
to align to uniquely. Therefore, these genes cannot be confirmed with as much
confidence as the more divergent genes. To enable the distinction of group II
and III genes a strategy using more sequences and comparing the loci defining
positions within each group was used.
For this high resolution loci defining position analysis, normal read alignments
were used and only fragments that alternatively mapped to the same gene groups
were kept. Sequencing fragments that alternatively aligned to genes from other
gene groups were discarded. This provided greater read coverage over the less
divergent genes than using just the uniquely mapping reads. However, many
reads alternatively aligned to two or more different loci from the same gene
group. To distinguish between the loci and determine the likelihood of a gene
being represented by the aligned raw sequences, the single nucleotide differences
between the loci were analysed. These loci defining positions are the single
nucleotide positions that distinguish one loci from the others in the same gene
group. All of the loci defining positions for each gene were compared to calculate
gene representation. Both haplotype 1 and 2 alleles were used for loci defining
positions, however, it is likely further alleles exist and therefore this approach
will not account for these. Furthermore, novel genes that have not been defined
yet will not be detected using this approach.
For each gene, the number of possible loci defining positions were calculated.
The total number of comparable loci defining positions varies between genes; the
comparison of 3DXL3 against 3DXL5 has significantly more total comparable
positions than 2DS2 against 2DS3. The actual number of compared positions
was dependent on the coverage breadth of sequencing. Because the positions are
loci defining, there is greater potential for unambiguous sequence alignment over
these positions. Therefore, absence of aligned sequence over the loci defining
positions may be an indication of gene absence from the genome. At positions
where sequence had aligned from the raw genome reads, concordance between the
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loci defining positions and the genome were counted. This was done by counting
the individual reads at the position with the same base. Heterozygosity within
the aligned genomes was considered and concordance was measured at 100%,
75% and 50% of the aligned reads.
The aurochs genome contains each KIR gene locus, however 2DS2 is missing
notably more sequence than the other genes, Figure 23. Despite the lack of
sequence aligning to 2DS2 there is still over 50% of the locus defining positions
represented and consistent with the reference genes. Therefore, this locus is likely
represented within the aurochs genome. These findings suggest that the aurochs
genome contains the same KIR genes found in the HF KIR haplotype sequenced
in chapter 2.
This analysis robustly confirms the presence of the HF KIR within the au-
rochs genome. However, the presence of novel cattle KIR sequences in the au-
rochs genome cannot be predicted. The presence of all the HF KIR within the
aurochs genome confirms the structure of the haplotype had formed before the
domestication of Bos taurus cattle breeds. This is significant as it proves the HF
KIR complex evolved through natural selection prior to domestication and has
been unaffected by artificial selection pressures.
3.3.5 TheKIR sequences have remained functionally unchanged within
the aurochs genome
It was not possible to determine SNPs within all of the aurochs KIR sequences
due to the lack of coverage caused by the inadequate read length. Each gene
was instead interrogated for SNPs in the context of its own group by using
the group aligning reads described in subsection 3.3.4. Therefore, the SNPs
reported are compiled from all the genes in each group. There was no evidence
of any mutation resulting in a null-allele or pseudo gene encoding a functioning
allele. The predicted functional KIR within the aurochs genome encode residue
variations compared to the HF KIR, Table 10. Each gene group encodes several
residue changes that may have an effect on the receptor function, but that has
not been established yet. There was no evidence of the predicted functional KIR
in the aurochs genome encoding null-allele variants.
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Figure 23: High resolution SNP analysis of Bos primigenius. Comparison of gene
defining SNP positions between gene group loci. Each bar is representative of
the total unique positions between two genes from the same group. Aurochs
reads that aligned to the KIR haplotype within the custom genome build were
filtered out if they alternatively mapped to genes from a different gene group.
From this filtered alignment, the number of positions that corresponded to the
KIR locus and not the alternative group KIR locus was calculated. This was
conducted using different thresholds of sequences corresponding to the reference
base. Black represents 100% of the reads were consistant with the base, dark grey
was 75% and light grey was 50%. Red represents reads that were not consistent
with the reference base and may be the result of reads mapping to the wrong gene
within the KIR group. White represents the number of loci defining positions
that were not covered by reads.
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3.4 Discussion
To genotype the KIR within the aurochs genome, raw sequencing reads were
aligned to the cattle KIR complex. Through different analyses of the aligned
reads it has been established that the aurochs genome represented the same KIR
as the Holstein-Friesian (HF) reference complex. However, the sequencing read
length of 37 bp is limiting, preventing SNP calling from individual genes and
the prediction of novel genes not found within the HF. Nonetheless, the aurochs
KIR complex appears to have the same gene content as the HF complex with
detectable residue changes between the KIR groups containing functionally intact
genes.
3.4.1 Cattle KIR evolved through natural selection
The fact that all of the HF KIR are represented within the aurochs genome con-
firms that they evolved before human intervention and domestication of taurine
cattle. Therefore, the cattle KIR complex has evolved through natural selec-
tion and has not been altered by artificial selection pressures or founder effect.
It is thought NK cells play a much reduced role in cattle pregnancy than in hu-
mans [106], therefore it is hypothesised that cattle NK cells are primarily involved
in detecting infected and transformed cells. The function of KIR is predicted to
be licensing NK cells and surveying MHC class I for presence/absence or viral
peptides. Therefore, the major selection pressures that have acted on the KIR
during cattle evolution are predicted to have been pathogen and MHC class 1
mediated. This would confirm the genes have a significant relevance in the study
of animal health. The cattle KIR genes have likely evolved to play a significant
role in fighting disease and therefore likely still do. This chapter has indicated
their importance and reinforced the need to study the diversity and function of
the receptors further.
3.4.2 Cattle KIR null-alleles were deactivated from mediation by se-
lection pressures occurring before domestication
The process of cattle KIR evolution has resulted in the rise and fall of short
tailed activating receptors. Based on models from other species, these genes
are likely to have changed function from inhibitory to activating, to fight the
subversion of viruses using MHC class 1-like decoy proteins. Once the viral threat
has subsided from the cattle populations the requirement for the short tailed
KIR receptors disappears, this has left five null-allele activating KIR within the
genome. The aurochs genome shows no evidence of these genes being functional.
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Therefore, the evolutionary process leading to their inactivation has happened
before domestication of taurine cattle. This indicates the non-functional genes
were not a result of founder effect and the cattle KIR complex is a relevant
example of an innate immune complex that has expanded and diversified as a
result of pathogen selection pressures.
3.4.3 Variable MHC leads to non-variable KIR?
There are a total of six different cattle MHC genes, with a maximum of three
genes on a haplotype [61]. These gene variable haplotypes are considerably dif-
ferent to the constant three gene classical class 1 haplotypes seen in humans and
primates. Humans and primates have gene presence absence variation within
their KIR complexes but do not have this variation within their classical class I
complexes. Could the reversal of this trend in cattle be an indication of receptor-
ligand restriction, where only one of the complexes can be gene variable? There-
fore, as cattle have gene variable MHC class I complexes, they require gene
constant KIR complexes to recognise at least one of the MHC class I ligands
(assuming MHC class I are the KIR ligands in cattle). The evidence so far sug-
gests that cattle have gene constant KIR complexes, however more information
is needed to confirm this.
3.4.4 In what ancestral species did the current cattle KIR gene com-
plex form
The aurochs genome studied in this chapter has been radio carbon dated to
approximately 6,700 years old. The cattle KIR complex has therefore formed
sometime before this. We know the human and simian primates, that shared a
common ancestor with cattle approximately 60 mya [105], have expanded a dif-
ferent lineage of KIR gene, from the L-lineage, however they contain a single copy
X-lineage gene, KIR3DX1. We know that the two KIR lineages diverged approx-
imately 135 mya [56]. Therefore the cattle KIR complex has formed between
135 mya and 7,000 years ago. This is a large time frame with many different
speciation events, to determine in which species the cattle KIR complex formed,
other ruminants genomes should first be interrogated. It is not known how sim-
ilar other ruminants that diverged from cattle approximately 26 mya [65], such
as sheep and goats, KIR complexes are to cattle. Understanding the similarities
and differences may indicate functionally important gene groups or families that
have been maintained independently within each species. It will also provide an
insight into the rate of KIR expansion and diversification in non-primate species.
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Tables and captions 
N/A 
Domain STM
Residue 31 42 45 47 54 56 58 79 11
3
12
1
12
7
15
6
15
8
16
3
19
9
22
5
23
5
27
9
30
7
Consensus R T R R H F N W Q R V A F M S E R H M
BotaKIR3DXL1 R/T K/E H D/H R L/M C/R
BotaKIR3DXS1 T K R/C H R L C/R
aurochs R/T K/E H/R D/H R/H L/M C/R
BotaKIR3DXL2 R G F N W/Q A F E M
BotaKIR3DXL4 R G F N W A F E M
BotaKIR3DXL6 R R V N W A F E R
aurochs R/H R/H F/L N/K W/R A/V F/L E/K M/I
BotaKIR3DXL3 S/R C M/V Y M
BotaKIR3DXL5 G/R R M S M
BotaKIR3DXL7 R R M S M
aurochs S/R C/R M/V Y/S M/T
D0 D1 Ϯ
Table 10: Table showing the variable residues within the compiled aurochs KIR
groups compared to the Holstein-Friesian reference sequence. SNPs were called
from the filtered alignment of group aligning reads described in Figure 23. Genes
from each group have been compiled to a single representative gene because the
indivi ual ge es cannot be distinguished from this dataset. Shaded residues are
predicted to have been under positive selection (based on PAML prediction).
Red residues are unique to aurochs.
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4 Chapter 4. KIR in the sheep genome
4.1 Introduction
Cattle have expanded and diversified the KIR genes independently to humans.
Sheep, another Bovidae species, shared a common ancestor to cattle approxi-
mately 25.4 mya [65]. Sequencing and assembling the sheep KIR haplotype is
key to understanding the evolution of the KIR receptors in ruminants. Under-
standing the similarities and differences between the cattle and sheep haplotypes
may indicate functionally important gene groups. It will also highlight the extent
of KIR expansion in the two species over the last 25.4 million years. This will give
an indication of the KIRs importance within the immune system. As described in
chapter 3, the cattle KIR expansion likely occurred through natural selection and
not domestication; the extent of sheep KIR expansion from its common ancestor
with cattle could also have been the result of natural selection pressures. How-
ever, as sheep have also undergone domestication, artificial selection cannot be
discounted from influencing the sheep KIR gene complex. Predicted functional
similarities between the two species may be an indication of common pathogens,
such as foot and mouth disease virus (FMDV), bluetongue virus (BTV) and
Schmallenberg virus. These pathogens or closely related pathogens have infected
both sheep and cattle during their evolution. This may have shaped their im-
mune systems via an evolutionary arms race between pathogen and host, as the
pathogen adapts to hide from, or subvert the immune system, the host has to
generate new receptors and mechanisms to detect the pathogen.
Though the sheep KIR have not been characterised in any previous publi-
cations, there is an assembled KIR haplotype within the 3.1 build of the sheep
genome [5]. However, this region contains several scaffolded sequences resulting
in unfinished regions of the sheep KIR complex and reducing confidence in the
annotated assembly. However, the combination of second generation sequence
technologies used to generate this KIR complex is likely to have had greater
assembly success than the traditional Sanger sequencing utilised by the cattle
genome project. Nevertheless, as shown in chapter 2, the assembly of an ex-
panded KIR complex sequence may need finishing by the addition of longer se-
quencing reads to span repeat regions. Therefore, this haplotype sequence needs
to be confirmed before full annotation and analysis.
In order to finish the sheep KIR haplotype, a similar strategy to the assembly
of cattle KIR haplotype (chapter 2) was employed. BAC clones from the texel
breed of sheep were sequenced with Pacific Biosciences smrt cell sequencing. This
BAC library was also used in the sheep genome project and is therefore directly
September 17, 2014 Nicholas D Sanderson 103
Sequence and assembly of a sheep KIR haplotype 4.1 Introduction
comparable to the sheep KIR haplotype assembled as part of the whole genome
attempt.
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4.2 Methods
4.2.1 BAC clone DNA preparation and sequencing
BAC clone DNA was prepared using the same method described in section 2.2.2.
BAC clone 263M01 DNA was re-suspended in TE whilst 422J05 was re-suspended
in water. BAC clone DNA was sequenced using the PacBio RS II system with ei-
ther version 1.3.3 or 2.0.3 SMRT cell (Pacific Biosciences INC, California, USA).
The DNA library preparation and sequencing run was conducted by GATC
biotech (GATC-biotech AG, Konstanz, Germany). A single movie was recorded
in order to generate long reads.
4.2.2 Assembly of PacBio sequence data
Vector sequence was screened from the raw sequence files by aligning the pTar-
BAC1.3 vector sequence to the raw fastq sequences using BLASR [22]. A bespoke
python script was used to generate a list of reads that do not contain vector se-
quence (script shown in section 9.3.1). This was added to the HGAP assembly
process [30] XML file and run via the SMRTpipe pipline (Pacific Bioscience sm-
rtportal analysis pipeline).
4.2.3 Sequence characterisation and annotation
Consensus sequences were characterised using the same methods described in
section 2.2.8.
4.2.4 Sequence and gene analysis
Phylogenetic tree construction, dot plots and sliding window analysis were con-
ducted using the same methods described in section 2.2.9.
4.2.5 BAC clone DNA Illumina sequencing
BAC clone DNA was sequenced using the same methods described in section
2.2.7. Error checking was conducted using the same methods described in section
2.2.7.
4.2.6 Sheep genome characterisation
The KIR and LILR region of the sheep genome build 3.1 was extracted from chro-
mosome 14. Sequence was extracted from position 59,546,707 to 60,686,753 then
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reverse complemented. This extracted genome build sequence was characterised
using the same methods described in section 2.2.8.
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4.3 Results
4.3.1 PacBio sequencing yielded long reads that fully assembled using
HGAP
To sequence and assemble the sheep KIR haplotype, two BAC clones were se-
quenced using the Pacific Biosciences RS II platform. This process uses template
DNA and polymerase molecule complexes seconded to the bottom of wells called
zero-mode waveguides (ZMWs). Phospholinked nucleotides are introduced to
the ZMW chambers and are sequentially incorporated into the complementary
strand of DNA by the polymerase molecule. Each incorporated nucleotide base
emits a different light that is detected within the ZMWs to generate a contigu-
ous base sequence. Each ZMW containing a polymerase-DNA complex yields
a read containing adapter and insert DNA sequence. These long reads known
as polymerase reads are split into sub-reads that only contain the DNA insert
sequence.
The PacBio sequencing of the two BAC clones yielded over 75,000 poly-
merase reads per BAC clone, as shown in Table 11. The BAC clone 263M01
was sequenced with the version 1.3.3 SMRT cell. Therefore, 263M01 yielded
half as many polymerase reads as 422J05, which was sequenced with the version
2.0.2 SMRT cell. As part of the HGAP assembly process the polymerase reads
were filtered, removing reads less than 50 bp long and with a quality of less
than 0.75. The PacBio sequencing process yielded reads averaging between 4.2
and 4.7 kb, relatively long compared to Illumina (100-250 bp) and 454 (approx-
imately 500 bp). However, the base quality of the reads was notably lower at
0.2-0.3 pre-filtered and 0.85 post-filter; compared to 0.999 capable from Illumina
sequencing. Before assembly of the reads, vector sequence was screened using
BLASR [22]. The subreads containing vector were blacklisted preventing vector
sequence contamination in the final assembly.
PacBio reads were processed and assembled using HGAP [30], available within
the smrtportal analysis pipeline. The pre-assembly process generates long seed
reads with an average length over 6.1 kb, compared to the 4.2 kb average sub-
read length, Table 12. The longest reads from the SMRT sequencing are utilised
as pre-assembly seed reads. The sub-reads are subsequently aligned to the pre-
assembly reads sequence using BLASR, correcting sequencing errors. These seed
reads are then assembled using the Celera assembler [100].
By using HGAP, both BAC clones were successfully assembled from pre-
assembly reads into one complete contig per BAC clone. The sub-reads were
re-mapped again onto the assembled consensus sequences, correcting any errors
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in the pre-assembled read sequences. This resulted in two highly accurate BAC
clone consensus sequences of approximately 250 kb and 200 kb for 422J05 and
263M01 respectively, Table 12. The sub-read mapping coverage, 479 reads and
378 reads for 422J05 and 263M03 respectively, is high enough to overwhelm the
inherent PacBio error rate.
To confirm the accuracy of the consensus sequences, BAC clones 422J05 and
263M01 were sequenced using the Illumina HiSeq 2000 platform. These high
quality reads were aligned to the consensus sequence to check for sequence and
structural errors using the same methods described in section 2.2.7. The BAC
clone consensus sequences were verified as accurate and no structural recombi-
nations were identified.
The consensus sequences for each BAC clone were aligned together manually
to generate a complete assembly consensus sequence. The two BAC clones have
an overlap of 151,910 bp, Figure 24. There were no differences between the
BAC clones; therefore, they almost certainly belong to the same haplotype. The
PabBio sequence and assembly process resulted in a complete haplotype sequence
of 253,918 bp that could then be characterised and annotated.
4.3.2 Characterisation of the assembled BAC clones revealed an ex-
panded sheep KIR gene haplotype
The assembled haplotype sequence was characterised using a combination of
BLAT and manual sequence searches. This revealed a total of 14 KIR loci spread
over 197,340 bp, Figure 24. The KIR are flanked by FCAR and NCR1 at the
3′ end of the assembly which is syntenic to other mammalian LRC regions. The
assembly does not contain any flanking LILR at the 5′ end. Therefore, this hap-
lotype could contain more KIR that have not been sequenced in these two BAC
clones and this haplotype is considered incomplete.
The start and end positions for each sheep KIR gene sequence were deter-
mined based on the blat searches, known KIR gene structures, splice donor/ac-
ceptor sites and stop codon positions, Table 13. The full sheep KIR gene se-
quences were extracted and aligned along with the cattle KIR sequences to de-
termine the exact intron/exon boundaries. The exon positions for each sheep
KIR gene was determined based on this alignment, the exons sequenced for each
gene were extracted to provide the predicted mRNA coding sequences. Transla-
tion of predicted mRNA sequence from the sheep KIR exons enabled prediction
of functionally intact genes by searching for premature stop codons within the
Ig, stem and transmembrane domains, Table 13. There are a total of eight intact
sheep KIR genes and six pseudogenes or null-alleles based on the open reading
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KIR cluster (197,340 bp)
FC
A
R
N
C
R
1
422J05
263M01
Complete assembly (253,918 bp)
Figure 24: Overview of BAC positions used in the assembled haplotype sequence.
Genes are represented as unequal pentagons, orientation of the gene is indicated
by the direction of the pentagon. BAC clones are shown as long rectangles with
BAC clones names shown within the rectangles. The KIR loci positions have
been identified within a complex of almost 200 kb.
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frames extracted from the assemble sheep KIR haplotype sequence, Table 13.
Sheep KIR 01 and KIR 08 sequences contain signal peptides and two Ig domains
but do not contain a stem, transmembrane domain or cytoplasmic tail. Sheep
KIR 04 sequence only contains a single Ig domain but does not encode signal
peptides. Sheep KIR 02 contains four Ig domains that appear to be fully intact
and encode an open reading frame from signal peptide the stop codon at the end
of the cytoplasmic tail.
4.3.3 Sheep have independently expanded L and X lineage genes
To indicate the lineages of the sheep KIR genes and their relationships to the
cattle KIR groups, phylogenetic analysis of the exon 3 sequences was used. Sheep
KIR sequences from the first assembled haplotype were extracted then aligned
with cattle and a selection of other mammalian KIR sequences. A phylogentic
tree was constructed using the D0 domain (exon 3) to distinguish the relation-
ship of the sheep KIR sequences to the other mammalian KIR. The sheep KIR
sequences are most similar to the cattle KIR sequences within both the X and
L-lineages. However, none of the individual sheep KIR are more related to a sin-
gle cattle KIR than they are to another sheep KIR meaning there are no obvious
orthologous KIR between the two species, Figure 25. To aid comprehension, gene
names have been retrospectively renamed within Figure 25 based on relationships
with the cattle KIR gene sequences, Table 14.
The sheep KIR sequences clade together to form groups, Figure 26. All of
the sheep KIR genes are related to cattle KIR groups, meaning they expanded
from the same original genes. X-lineage KIR expansion in sheep has undergone
an alternative route to cattle. Both sheep and cattle have expanded the group
IV KIR to a similar extent, three loci in cattle and at least four loci in sheep.
The sheep have expanded KIR related to the Bota2DXP1 pseudogene, which is a
single locus in cattle but has expanded to at least four loci in sheep. Conversely
cattle have expanded the Group I, III and IV KIR, which share a common an-
cestral gene with the group VII sheep KIR. This group has only expanded to
two loci in sheep compared to the eight loci in cattle. Therefore sheep and cattle
have undergone species specific KIR expansion as well as combined expansion of
the group IV genes. This suggests an important pan-species role for the group IV
KIR that could have been driven by the impact of a related ligand or pathogen
between cattle and sheep.
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KIR Gene name allele number Group
01 2DXP2 01 VI
02 4DXL1 01 IV
03 2DS3 01*N II
04 1DLP1 01 II
05 3DXL4 01 VI
06 2DS2 01*N II
07 3DXL2 01 VI
08 2DXP1 01 IV
09 3DXL5 01 IV
10 2DS1 01 II
11 3DXL3 01 IV
12 3DXP1 01 VI
13 3DXS1 01 VII
14 3DXL1 01 VII
Table 14: Table of sheep gene names assigned after characterisation. KIR names
were assigned based on cattle KIR nomenclature discussed previously. The
groups were assigned based on the relationships to cattle KIR gene groups. Sheep
KIR gene names in Figure 25 were retrospectively renamed and coloured based
on this table.
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 Primate L lineage
 Pig
Horse KIR3DL1*002
Giant Panda
 Weddel seal KIR3DL*001
 Grey seal KIR3DL*001
 Harbour seal KIR3DL*001
 BotaKIR2DL1*02
 OvarKIR2DS3
 OvarKIR2DS2
 OvarKIR2DS1
 BotaKIR2DS1*01N
 BotaKIR2DS1*02N
 BotaKIR2DS2*02N
 BotaKIR2DS2*01N
 BotaKIR2DS3*01N
 OvarKIR3DXL4
 OvarKIR3DXL2
 BotaKIR2DXP1*01N
 OvarKIR2DXP2
 OvarKIR3DXP1
 BotaKIR3DXL5*01
 BotaKIR3DXL5*02
 BotaKIR3DXL7*01
 BotaKIR3DXL3*01
 BotaKIR3DXL3*02
 OvarKIR4DXL1
 OvarKIR2DXP1
 OvarKIR3DXL3
 OvarKIR3DXL5
 BotaKIR2DXP2*01N
 BotaKIR2DXP2*02N
 BotaKIR3DXL1*02
 BotaKIR3DXS1*03
 BotaKIR3DXL4*02
 BotaKIR3DXL4*03
 BotaKIR3DXL2*01
 BotaKIR3DXL2*02
 OvarKIR3DXS1
 OvarKIR3DXL1
 BotaKIR3DXL6*01
 BotaKIR3DXS2*01N
 BotaKIR3DXS2*02N
 BotaKIR3DXS3*01N
 African Elephant
 Gibbon
 Macaque KIR3DX1
 Orangutan KIR3DX1
Chimp 3DX1
 Human 3DX147
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Figure 25: Neighbour-joining phylogenetic tree of selected mammalian species
KIR genes, using only the exon 3 sequence. 500 bootstrap replicates and Tamura-
Nei algorithm was used. Gene groups have been colour coded based on relation to
cattle KIR groups and novel sheep KIR groups. The sheep KIR sequences have
grey box backgrounds. X and L lineages have been annotated. Sheep KIR names
have been assigned based on further characterisation of predicted functionality.
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 BotaKIR3DXL1*02
 BotaKIR3DXS1*03
 BotaKIR2DXP2*01N
 BotaKIR3DXL6*01
 BotaKIR3DXL2*01
 BotaKIR3DXL4*02
 BotaKIR3DXS2*01N
 BotaKIR3DXS3*01N
 OvarKIR3DXS1
 OvarKIR3DXL1
 OvarKIR2DXP2
 OvarKIR3DXP1
 BotaKIR2DXP1*01N
 OvarKIR3DXL4
 OvarKIR3DXL2
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 OvarKIR2DXP1
 OvarKIR3DXL5
 OvarKIR3DXL3
 BotaKIR3DXL3*01
 BotaKIR3DXL5*01
 BotaKIR3DXL7*01
 BotaKIR2DL1*02
 BotaKIR2DS2*01N
 BotaKIR2DS3*01N
 BotaKIR2DS1*01N
 OvarKIR2DS1
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 OvarKIR2DS2
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Figure 26: Neighbour-joining phylogenetic tree of selected mammalian species
KIR genes, using only the extracellular Domains (signal to stem) with intronic
sequence. 500 bootstrap replicates and p-distance algorithm was used. Gene
groups have been colour coded retrospectively and sheep KIR genes have light
grey box backgrounds. Gene groups have been annotated.
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4.3.4 Sheep KIR domain order is consistent with cattle KIR genes
Sheep KIR Ig domain sequences were individually extracted and aligned with
the cattle KIR Ig domain sequences. A neighbour joining phylogenetic tree was
constructed from the resulting alignment. Sheep KIR, like cattle KIR, have
maintained the Ig domain order, D0-D1-D2, for three Ig KIR, and D0-D2 for two
domain KIR, Figure 27. Except KIR2DL4, this is different to the human two
domain KIR that encode the D1-D2 form of the receptor
One of the Sheep KIR sequences contains a four Ig-domain gene, which be-
longs to the group IV. This gene, named BotaKIR4DXL1, has the domain struc-
ture D0-D1-D1-D2. The second D1 domain has originated from a group VI gene.
This domain has been inserted via an unknown recombination event. The result
is a four Ig-domain long tail gene with intact coding sequence. This is the first
X-lineage gene with four domains to be characterised.
4.3.5 The KIR activating tail sequence evolved before Bovinae spe-
ciation
The evolution of activating KIR transmembrane sequences occurs from a number
of mechanisms including one or all of the following: Inactivation of the ITIM
motifs by substitution of the tyrosine residue, stop codon introduction at the end
of the transmembrane domain and the introduction of a charged residue within
the transmebrane domain. This may occur only once, with the activating gene
sequence propagating within the immune complex by gene recombination. To
determine whether the sheep and cattle KIR activating sequence evolved multiple
times, or once and propagated through recombination, the signalling regions
of the genes were compared using phylogenetics. The transmembrane domain
sequence of the activating genes is conserved resulting in low divergence between
the genes, Figure 28. The node support between the short tail sequences is low
and there is no segregation between species or between L and X lineages. The
inhibitory tail regions show greater concordance between segregating sequences
and group affiliations. However, the inhibitory genes have greater sequence length
including the cytoplasmic domains to contribute to the phylogeny. Therefore,
as the activating tails only include the transmembrane domain, less sequence
is available for phylogeny construction. This could contribute to the low node
support seen between the activating genes.
The sheep short tailed KIR genes contain a transmembrane domain arginine
residue in the same position as the cattle short tail KIR genes (Figure 29).
The sheep group II L-lineage gene, OvarKIR2DS3, contains a lysine residue at
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Figure 27: Neighbour-joining phylogenetic tree of Ig domain exon sequences from
sheep (OvarKIR) and cattle (BotaKIR). Groups that clade together have had
nodes collapsed to reduce the visual complexity. Gene group nodes that have
been collapsed are represented by triangles. Node support scores have been
removed if less than 50%. The groups of sequences have been shaded based on
D0, D1 or D2 groups.
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Figure 28: Neighbour joining phylogenetic tree of tail region sequences from cat-
tle and sheep KIR. Uses the p-distance algorithm and 500 bootstrap replicates.
Based on genomic DNA from the transmembrane domain to the end of the cy-
toplasmic domain. Genes have been colour coded based on gene groups and
backgrounds have been shaded based on activating and inhibitory signalling.
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the same position as the arginine residues in the other short tail genes. This
is the only lysine encoding KIR transmembrane domain characterised within a
ruminant species. Lysine is the active residue encoded within short tail human
L-lineage KIR, however, the human KIR lysine is in a different location to the
OvarKIR2DS3. Therefore, the OvarKIR2DS3 lysine has evolved independently
to the human KIR lysine, however this gene is a null-allele within the haplotype
sequence here.
The sheep long tail KIR genes encode two functional ITIM motifs. With
the exception of OvarKIR3DXL3 which terminated before the second ITIM, the
sheep genes encode ITIMs in the same relative positions as the cattle KIR genes
(Figure 30). The ITIM motifs maintain the same canonical sequence as cattle
with VxYxxL for the first ITIM and IxYxxF for the second. There is minor vari-
ation in OvarKIR4DXL1 in ITIM 1, and OvarKIR3DXP1 and OvarKIR3DXL5
in ITIM 2. These variations should not impact the signalling of the genes as the
residue substitutions have similar biochemical properties. The variation within
OvarKIR3DXLP1 may have affected signalling from ITIM 2 by the introduction
of the polar amino acid arginine which has been shown to affect binding of SHP-
1/2 and reduce inhibition [128]. The similarities between the cattle and sheep
ITIM and transmembrane motifs suggests they signal through the same adapter
molecules. The rate of evolution within the adapter molecules is likely to be
lower as they are constrained by other signalling receptors. This constraint also
constrains the KIR signalling domains which remain conserved between species
so they can interact with the signalling adapter molecules.
4.3.6 Sheep FCAR gene is inverted compared to cattle
The sheep LRC contains an inverted FCAR gene when compared to cattle and
all other mammals, the coding orientation of the gene is on the negative strand
compared to the KIR genes on the positve DNA strand, Figure 31. The inversion
involves sequence until the end of the most 3′ KIR gene. The other flanking gene,
NCR1, is in the same coding orientation as cattle KIR, thus demonstrating the
inversion is limited to the FCAR gene.
4.3.7 Summary of the Sheep KIR haplotype structure
The KIR gene sequences were characterised for features including long or short
tail, number of domains, intact coding sequence and X or L lineage. The genes
were assigned names bases upon these characteristics and have been shown in
Figure 32. The sheep LRC contains at least fourteen discrete KIR loci, and
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Figure 31: 150 bp dot plot of cattle LRC against the sheep LRC. Dots represent
sequence identity over 150 bp between cattle and sheep KIR complexes. Lines
are contiguous dots representative of larger regions of sequence identity. The
position of the inverted FCAR gene is annotated on the diagram. Distances on
X and Y axis are in base pairs (bp).
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singular FCAR and NCR1 genes, Figures 24 and 32. There are eight predicted
functional KIR loci, four pseudogenes and two potential null-alleles. The pseudo-
genes were determined to be completely non-functional due to large sections of
missing sequence. Of the fourteen KIR loci, ten are from the X-lineage and
four are of L-lineage origin. All L-lineage loci are short tailed including a single
predicted functional gene, OvarKIR2DS1*01.
4.3.8 Sheep genome LRC is partially correct but poorly annotated
The sheep genome project [5], although not producing a complete genome yet,
have assembled a partial LRC within the Oar_v3.1 build and annotation release
100. The sequence for the LRC was extracted, reverse complemented, and com-
pared against the BAC clone assembly using a 150 bp dot plot, Figure 33. The
dot plot shows a region of high sequence identity at the 3′ end from approxi-
mately 110 kb to the end of the BAC clone assembly. This region is interrupted
by breaks in the continuous diagonal line, which represents areas of no sequence
similarity. These are a result of scaffolds within the genome assembly. Scaffolds
occur where contigs have been joined utilising paired-end read placement infor-
mation, however the sequence between the contigs is unknown and replaced with
Ns. The sequence to the 5′ of the 110 kb position shows no continuous sequence
similarity between the BAC clone assembly and the genome build. Therefore,
this portion of the assembly differs between the BAC assembled sequence and
the genome build. This is despite the sheep genome project using the same BAC
library used here.
The sheep genome build LRC shows high sequence identity to the 3′ half
of the BAC assembly. This is from the 3DXL5 gene to the end of the BAC
assembly, Figure 34. The highly similar half of the alignment spans all the KIR
genes to the 3′ of 3DXL5. This region is highly similar with the majority of the
sequence having 0.95 to 1.0 identity scores. This is interspersed by occasional
drops in identity, which is a result of short (1-50 bp) indels and scaffold sequence
Ns reducing the identity score. This 3′ half of the genome build corresponds to
the BAC assembly, however there is very little similarity within the 5′ half.
The 5′ half of the BAC assembly, encompassing 2DXP2 to 2DXP1 has a
relatively lower identity score compared to the genome build LRC. There are
three discrete peaks of higher sequence identity score in the 5′ half of the complex,
Figure 34. However, they are likely KIR sequences from the genome build that
have aligned and are not exact matches. The identity scores never exceed 0.92
and therefore are not considered allelic or in the same gene group. To delineate
the extent of the similarities and difference between the two builds, the genes
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Figure 32: Overview of gene positions within the assembled sheep haplotype. The
KIR complex is 197,340 bp in length. The figure shows X-lineage Ig-domains as
circles and L-lineage Ig-domains as squares. Functional genes are full coloured
squares or circles and non-functional genes are just borders. Long and short
tails are shown as long and short lines. Broken domain is representative of an
insertion within the domain. Where domains are shown and no tail, sequence is
missing for the transmembrane and cytoplasmic exons. Colours represent gene
groups based on phylogenetic sequence comparison with cattle KIR.
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Figure 33: 150 bp dot plot of the two LRC assemblies. Using the sheep BAC
clone assembly consensus sequence against the sheep genome build. Dots repre-
sent sequence identity over 150 bp between the two KIR haplotypes. Lines are
contiguous dots representative of larger regions of sequence identity.
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were compared.
The annotation of the genome was largely inaccurate due to the automated
GNOMON process. Instead, the raw genome build was annotated using the same
methods employed to annotate the BAC assembly, Figure 35. Three genes from
the genome annotation were each composed of two individual genes, shown in
the custom annotation as long genes. The custom annotated KIR were labelled
KIR one to thirteen based on their position, from the 5′ to the 3′ of the reverse
complemented genome assembly build LRC.
The sheep genome KIR sequences from the custom annotation were extracted
and aligned with the BAC assembled KIR genes, revealing that sheep genome
KIR 9 corresponded to OvarKIR3DXL5 and sheep genome KIR 13 corresponded
to OvarKIR3DXL1, Figure 36. Between these, genes correspond as expected from
the dot plot and sliding window analysis. Except for BotaKIR2DS1*01, which
was not represented within the genome sequence. Figures 33 and 34 suggest a
break at this position in the genome, omitting the OvarKIR2DS1 gene. The
rest of the 3′ genome genes correspond to the BAC assembly in the same order.
Therefore, the 3′ half of the two haplotypes are highly identical at the gene level.
Of the eight KIR genes from the 5′ half, five show no identity to any of
the BAC assembly KIR genes. Sheep genome KIR 1, sheep genome KIR 6
and sheep genome KIR 8 correspond to OvarKIR3DXL4, OvarKIR2DXP2 and
OvarKIR2DS2 respectively, Figure 36. The synteny between the two different
haplotype assemblies has been summarised in Figure 37. The three genes within
the 5′ end that correspond between the assemblies are not in the same order.
This explains the three peaks with reduced (sub 0.95) sequence identity in the 5′
end of Figure 34; the three genes have aligned but not to syntenic genes, resulting
in reduced identity scores. These genes may be the result of variable haplotype
gene structure, or the effects of an incorrectly assembled haplotype.
4.3.9 Illumina sequenced BAC clones were aligned to the different
KIR assemblies and confirmed alternate haplotype structures
Two further BAC clones, 179E01 and 127N14, were sequenced alongside the two
assembled BAC clones, 263M01 and 422J05, on the Illumina HiSeq platform,
Table 15. The reads were aligned to both the BAC assembly consensus sequence
and the genome build, Figure 38. Each BAC clone read depth histogram is
coloured so that individual BAC clone raw sequence alignments can be distin-
guished. The two clones used in the BAC assembly, 263M01 (green) and 422J05
(blue), resequenced and aligned back onto the assembly consensus sequence with
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Figure 35: Diagrammatic representation of the sheep genome build. Both the
genome annotation and our custom annotation are shown with uneven pentagons
representing genes, elongated pentagons represent genes in the genome annota-
tion that contain several genes. Custom annotation was done using a combination
of blat search results and manual sequence searching.
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Figure 36: Neighbour joining phylogenetic tree of genome build KIR genes and
the BAC assembly KIR genes. P-distance algorithm and 500 boostrap replicates
used. Genome genes are from custom annotation and not the genes annotated
by the genome project. Genes have been colour coded based on groups. The
genes in bold typeset are not seen in the BAC assembly and therefore potentially
different or new genes.
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even and consistent coverage depth, Figure 38a. A further BAC clone, 179E01
(red), was aligned which maps to the 3′ end of the assembly.
These three BAC clones alongside 127N14 were also aligned to the genome
assembly build, Figure 38b. The mapping of 422J05 to the genome build high-
lights the lack of corresponding sequence between the two assemblies. The 3′
of 422J05 is mapped even and consistently. However, the 5′ end of the 422J05
read coverage histogram is minimal, except for the KIR 1 position. From the
results shown in section 4.3.8 this higher read coverage can be explained by the
translocation of BotaKIR3DXL4 in the sheep genome build, shown in Figure 37.
As the reads from 422J05 do not map to the inconsistent 5′ region of the genome
assembly, the 5′ end is the result of structural variation and not miss-assembly.
If the reads from 422J05 had mapped to the 5′ region, then an alternate assem-
bly could have been possible. This alternate assembly would have generated the
genome build that differs to the BAC assembly. Instead it is predicted that the
genome build has an alternate KIR complex structure.
BAC clone mapping confirms the genome build placement of a LILR gene
at the 3′ of the LRC. The BAC clones 263M01 and 179E01, both map to the
BAC assembly and the genome assembly with consistent and even read depth
coverage. This is consistent with the findings from section 4.3.8. This suggests
the 3′ end of the assembly is consistent between the two builds. The BAC clone
179E01 spans both the BAC assembly and the LILR gene within the genome
build at the 3′ end of the LRC. This confirms that there is a LILR gene at the
3′ end of the LRC.
Further LILR genes are confirmed at the 5′ end of the genome build by BAC
clone mapping. The BAC clone 127N14 (light blue) maps to the 5′ region of the
genome build but does not overlap with any of the KIR containing BAC clones.
This BAC clone contains LILR genes but is separated from the BAC assembly
build. Therefore the 5′ end of the assembly cannot be confirmed as complete.
The flanking region containing LILR is not connected to the BAC assembly,
therefore, there may be more KIR genes between the BAC assembled region and
the 127N14 BAC clone.
Mapping the BAC illumina reads to both KIR assemblies has revealed that
the KIR complex is flanked by LILR genes on both sides. It has also confirmed
that the genome KIR haplotype is the result of structural variation and not
incorrect assembly.
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Figure 37: Diagram showing sheep genome KIR gene sequence similarity with
the BAC assembled KIR gene sequences. Both the genome annotation and the
custom annotation are shown with uneven pentagons representing genes, elon-
gated pentagons represent genes in the genome annotation that contain several
genes. Light blue lines represent corresponding sequence between the genome
and the BAC assembled LRC
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BAC clone Insert size Read 1 Read 2 RL (bp) Million reads Total bases
127N14 705 13,082,137 13,082,137 100 26.2 2,616,427,400
179E01 721 7,552,360 7,552,360 100 15.1 1,510,472,000
422J05 532 18,425,097 18,425,097 100 36.9 3,685,019,400
263M01 703 9,359,342 9,359,342 100 18.7 1,871,868,400
Table 15: Table of sheep BAC Illumina sequencing details. Insert size is the
length of the fragmented DNA used for library prep and sequencing. Read 1 is
the forward read, first to be sequenced and Read 2 is the reverse read, second to
be sequenced. The average read length (RL) is 100 bp for all the samples from
2x100 bp sequencing with 200 cycles.
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4.3.10 The last common ancestor of sheep and cattle likely contained
at least five KIR genes
By comparing the common gene families between the sheep and cattle KIR hap-
lotype, an ancestral KIR haplotype has been predicted. The ancestral haplotype,
includes five genes, three X-lineage and two L-lineage, Figure 39. As the genes
within the same groups between the two species are unrelated, the gene group
expansion has likely occurred after the sheep-cattle speciation event. The sheep-
cattle common ancestor haplotype must have contained, but is not limited to,
five genes that have expanded and diversified independently within the sheep and
cattle genomes.
The genes predicted to be in the sheep cattle common ancestor genome are,
a group IV gene, which has expanded to create seven discrete loci within both
genomes. A group VI gene, that has expanded within sheep to form four discrete
loci yet has remained as a single disrupted loci in cattle. Two group II genes,
a long tailed ancestor of BotaKIR2DL1 that has been deleted from the sheep
genome, and a short tail gene that has expanded to form nine separate loci
in both genomes. This gene has also likely donated the activating tail domain
sequence to other gene groups resulting in more activating genes. The group
0 gene in the common ancestor has expanded to form the group I, III, and V
genes in cattle and the VII genes in sheep. This gene group is an ancestral gene
group that has significantly diversified through cattle and sheep evolution. From
this predicted ancestral KIR haplotype, it can be predicted that other ruminant
species such as goats have expanded KIR similar to the KIR expanded in cattle
and sheep.
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4.4 Discussion
A sheep KIR complex has been partially assembled from two overlapping BAC
clones. The 3′ end of the complex is anchored to the flanking gene FCAR and
corresponds with the genome build. The 5′ end of the haplotype is not anchored
to the flanking LILR genes and it does not correspond to the genome build.
Because the 5′ region does not anchor to any flanking genes, the haplotype is
considered incomplete as further uncharacterised KIR may exist.
4.4.1 Sheep KIR genes have not undergone block duplication
Unlike the expansion of the cattle KIR haplotype, the sheep KIR complex has
not evolved through block duplication. Although the mechanisms of sheep KIR
expansion are unknown, the genes appear to have duplicated individually. This
has resulted in localised pockets of gene groups. With the exception of 4DXL1,
3DXP1 and the group II genes, the group III, VI and VII genes are localised to
the middle, left and right of the haplotype respectively.
4.4.2 Sheep have expanded an ancient X lineage gene group
Sheep have expanded an ancient X-lineage gene group that has not expanded
in cattle. The gene BotaKIR2DXP1 is the only group VI gene in the cattle
genome but has expanded to four loci in the sheep genome. This suggests that
the functional group VI genes fulfil a niche function that is specific to the sheep,
such as a sheep specific infection. Alternatively the group VI genes could be
fulfilling the niche left by the limited expansion of the group 0 genes in the sheep
genomes. In cattle the group 0 genes have expanded into the group I, III and
V genes occupying seven loci. However, sheep have only expanded the group 0
genes into the group VII genes, occupying two loci.
4.4.3 There is no Bota2DL1 orthologue within the sheep KIR com-
plex
Despite the expansion of the short tail group II genes within the sheep genome,
an orthologue of BotaKIR2DL1 has not been found in the sheep genome. The
most parsimonious explanation is that this gene was inherited from the ancestral
ruminant KIR haplotype, but was lost after the inversion of the FCAR gene.
In the cattle KIR haplotype, the BotaKIR2DL1 gene is located adjacent to the
FCAR gene. Therefore, assuming the same order was inherited within the sheep
genome, it is reasonable to predict the recombination event that inverted the
FCAR gene also deleted the long tailed group II gene.
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4.4.4 The genome build may represent a second haplotype with struc-
tural variation and different gene content
The variation between the genome build and the BAC assembled KIR complex
is the result of structural variation between haplotypes and not misassembly.
The was indicated by alignment of raw illumina sequencing reads from BAC
clone 422J05 to the genome build. The genome build could be the result of
misassembly of these raw reads. However, the reads do not map and therefore
could not be rearranged and misassembled to generate this genome build. I
predict the genome build represents a second haplotype, albeit unfinished with
scaffold sequence.
4.4.5 Conclusions from the sheep KIR haplotype
The sheep KIR haplotype has expanded from a five KIR loci ancestral haplotype
to a multi-gene family complex with fourteen discrete loci. There are similarities
between the sheep haplotype and the cattle haplotype, such as the dominance of
three Ig-domain X-lineage inhibitory genes and the functional ablation of short
tailed receptors. However, the sheep and cattle have expanded their KIR inde-
pendently via alternate mechanisms, resulting in two haplotypes with no synteny.
Nonetheless this has resulted in two distinct haplotypes between the species with
similar characteristics. This indicates that both cattle and sheep have under-
gone similar selection pressures that have impacted on the evolution of their KIR
genes.
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5 Chapter 5. KIR and different Bovidae genomes
5.1 Introduction
From the Holstein-Friesian (HF) and aurochs KIR complexes studied in chapters
2 and 3 it is predicted the cattle KIR complex has no variation in gene content,
and that the cattle KIR complex has evolved before domestication approximately
6,700 years ago. Unlike the KIR in primates and KLRA in mice, there is no
evidence of gene presence/absence variation in cattle. It is now theorised that the
sheep KIR complex, although evolving from a common ancestor that contained
at least five of the same KIR, is significantly different to the cattle KIR complex.
Therefore the cattle KIR haplotype has formed within the last 25 million years.
In this chapter, the genomes of other Bovinae species are interrogated for KIR
presence/absence with the intention of determining an indication to which the
KIR complex structure is consistent with the KIR complex sequenced from the
HF BAC library.
The cattle genome project has provided a whole genome reference sequence
that has enabled a flurry of resequencing projects in the hope of identifying
genetic variations responsible for production, health and general physiological
traits. These resequencing projects have utilised the major advances in sequenc-
ing throughput afforded by second generation sequencing technology. Therefore,
full genomes are sequenced without the intention of de novo assembly, resulting
in cheaper and faster projects. The short reads are aligned to the cattle reference
genome to provide an alignment that can be interrogated for gene presence/ab-
sence and SNP/indel detection. As the KIR region within the the cattle genome
reference sequence is unfinished, this process does not yield usable results for the
KIR complex.
The importance and benefits of open access datasets has been well received
within the genomics community resulting in the provision of raw short read se-
quencing from such resequencing projects. These datasets have become freely
available with the intention that further analysis can contribute to and enhance
the projects. Therefore this chapter has focused on utilising the freely available
bovinae genome raw sequence datasets for characterising KIR complex struc-
tures. The aim of this chapter is to indicate which bovinae species maintain the
same gene structure as the HF KIR complex. A further aim of this chapter is to
discover any potentially gene variable KIR complexes.
The bioinformatics pipeline developed in chapter 3 has provided a robust
method to genotype animals based on whole genome short read sequences. Un-
fortunately due to the repetitive nature of the KIR complex and the inadequate
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read length of the resequencing projects, SNP positions cannot be confirmed
within individual genes using these datasets. However, by downloading the short
read archive datasets from these genome resequencing projects it has been pos-
sible to genotype seven bovinae species. The short read data from the sheep
genome project has also been used to gauge the stringency of this pipeline to
distinguish between ruminant species KIR sequences.
The aim of this chapter is to gauge the extent to which the cattle KIR com-
plex remains similar to the HF reference within other Bovinae species. This will
enable the accurate targeting of genotyping projects to only use the breeds and
species that are predicted to be compatible with the HF KIR complex. The
eight genome sequences extensively studied in this chapter are representative of
different speciation events during cattle evolution. The Bos taurus genomes from
Angus and Fleckvieh animals are closely related to HF and therefore will indi-
cate structural variation within the species. These breeds are used for different
purposes than HF, the Fleckvieh is a dual purpose European breed similar to
Simental and the Angus is used worldwide for beef production. Differences be-
tween these animals and the HF KIR complex may be the product of founder
effect or the different breeding process used to generate these breeds. The Nellore
and Sahiwal cattle are both Bos indicus breeds which split between 610,000 and
850,000 years ago [90]. The speciation of these animals and Bos taurus pre-date
the aurochs characterised in chapter 3. Therefore, there is a greater chance of
KIR complex sequence diversity between Bos indicus and Bos taurus. The Sahi-
wal data used here has been pooled from 22 individual animals and provides a
cross-representation of the breed. The Nellore cattle breed originates from India
but has become a major beef breed in Brazil after being transported there in the
19th century. The Kuchinoshima-Ushi (KU) is an isolated breed of cattle native
to Japan, it is believed to retain much of phenotypic traits described of the an-
cient native Japanese cattle [73]. Utilising the KU genome sequences provides
a unique insight into the KIR complex of a disparate and isolated island breed
that has not had veterinary intervention. The Yak genome represents another
Bos species outside of Bos taurine that will indicate the level of variation within
the Bos species. The water buffalo genome will provide an indication of KIR
complex conservation within the wider Bovinae species. It has been shown in
chapter 4 that the sheep KIR complex is different to the HF therefore Bovidae
KIR complexes are not all the same. The sheep genome sequences used in this
study provides a gauge for the accuracy and limit of this analysis.
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5.2 Methods
5.2.1 KU gDNA PCR for KIR genes
Genomic DNA from a KU breed of cattle was provided by the NODAI genome
research center at the Tokyo university of agriculture. The sample was from the
animal used in a SNP discovery resequencing project [73]. The genomic DNA was
whole genome amplified using a QIAGEN REPLI-g Mini Kit (QIAGEN, UK) fol-
lowing the manufacturers guidelines. Primers were designed within the conserved
intron sequence flanking the D0 and D2 domains. Primer pair sequences were
as follows: 2DS23 int3 S ATGAAACTGCCTCTCCTCCTTCC and 2DS23 int4
AS GGTTTCATTGAGTTACACAAGCCC, 2DS23 int2 S ATTGGGTCACAA-
GAGTCAGATATGG and 2DS23 int3 AS GGAGCACTTCCTGTCGTTTTGAC,
group2 int2 S AGCCCACCCACGAGAGCA and 3DX int3 AS CTCTGGAGA-
CATTCCTGGGACTC, 3DXS23 int2 S GGTTAGCCCAGGTTTGGACTTG and
3DXS23 int3 AS TCCCTGGTTCCGTGGTGG. The optimised thermocyler con-
ditions were as follows (95◦C 1 min, (95◦C 1.5 min, 62◦C 30 s, 72◦C 2 min) x32,
72◦C 5 min). Predicted band sizes were calculated based on distance between
primer pairs within the HF KIR gene sequences. PCR product band sizes were
measured using electrophoresis on a 1% agarose gel. The KIR genes targeted
were were confirmed by direct PCR product Sanger sequencing. PCR bands
were excised then products were extracted and cleaned up using QIAGEN qi-
aquick gel extraction kits. PCR products were sequenced using the same PCR
primers by Source BioSciences (Nottingham, UK) using ABi BigDye 3.1 and read
using an ABi 3730 (Applied Biosystems).
5.2.2 Boinformatics pipelines
All of the sequence analysis methods conducted in this chapter including align-
ments, filtering, coverage depth and breath calculations and loci defining position
analysis have been described within chapter 3 section 3.2.
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5.3 Results
5.3.1 Non-Illumina sequenced genomes had disproportionate align-
ment statistics and were removed from further analysis
The raw genome sequences of ten different ruminant species were aligned to the
cattle KIR complex using the same pipeline described in chapter 3. The majority
of genomes were sequenced using the Illumina platform producing read lengths
of 37 bp to 100 bp, Table 16. One animal, the Goldwyn bull (Bos taurus)
was sequenced with the ABi SOLiD platform [130]. The Hereford genome was
sequenced using Sanger technology and was used to assemble the cattle genome
[45]. The buffalo [135], sheep [5] and yak [114] genomes which were sequenced
as part of de novo assembly projects. The other genomes used, including the
Angus, Fleckvieh, KU, Nellore and Sahiwal, were part of resequencing projects
for SNP discovery. The angus (not published, same project as the nellore) and
sahiwal [103] genomes were pooled from 18 and 22 individuals respectively.
Cattle KIR complex reads were pulled from the raw genome sequences using
the bespoke pipeline used in chapter 3. This reduced the overall number of
reads to just the reads that aligned to the complex. The proportion of reads
extracted ranged from 0.002% to 1.2% of the total genome reads, Table 17. This
range varied greatly depending on the technology used. With the non-Illumina
sequenced genomes mapping a disproportionate quantity of reads to the complex
relative to the Illumina sequenced genomes. The Illumina sequenced genomes
ranged between 0.002 and and 0.01% of the genome reads. The variation in
proportion of reads mapping to the complex is likely a result of the number of
repeat regions sequenced.
The percentage of extracted reads from the genomes that subsequently aligned
to the KIR complex after re-mapping ranges between 1.96% and 27.16%, Table
18. Therefore, at least 72% of the reads initially extracted from each genome are
not originally from the KIR complex and align to other parts of the genomes.
The sequence alignment of the Goldwyn animal was omitted from the further
analysis of the KIR complex. This is because to align the colourspace reads
a different pipeline was used and the average read length is very low at 27 bp.
Therefore, the results are not comparable with the Illumina datasets. The Sanger
sequenced Hereford genome also had to be aligned and interrogated using dif-
ferent techniques; the Sanger sequences also have lower base quality, combined
with reduced read coverage could potentially introduce error. To enable accurate
comparison between the genomes, the Hereford alignment was also dropped from
further analysis. Therefore, the analysed genomes were all sequenced exclusively
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using Illumina technology and the results were comparable.
Between the animals studied there is variability in the proportion of reads
mapping to the complex. This is caused by a number of factors including the
total number of reads sequenced, sequencing library preparation variation, read
length and potentially the number or variation of KIR genes within the genome.
To study the presence or absence of KIR genes within each genome, the same
approaches described in chapter 3 were taken.
5.3.2 Read coverage depth indicates KIR gene presence absence vari-
ation
Except for one, all of Bos species genomes show expected sequence coverage
along the KIR complex, which is exemplified by the Angus genome in Figure 40.
The other Bos genome read depth coverage profiles are shown in the appendix
(section 9.4.1). The read coverage is similar to that seen within the aurochs
genome and positive control BAC and simulated datasets, Chapter 3 Figure 22,
with reduced uniquely mapping read depth coverage over the BotaKIR2DS2/3
and BotaKIR3DXS2/3 loci. Therefore it is indicated from these alignments
that the Bos species all encode gene identical KIR complexes. However, the
Kuchinosima-Ushi genome has reduced unfiltered normal read depth coverage
over the BotaKIR2DS2/3 and BotaKIR3DXS2/3 loci, Figure 41. Within all
the other genomes studied, these genes have lower read coverage after filtering
for uniquely mapping reads, however in the KU the read coverage is low before
filtering. Therefore this may be an indication that these genes are not present
within the KU genome.
The water buffalo genome shows far greater uneven read depth coverage,
suggesting a potentially different KIR complex to cattle, Figure 42. This species
is more related to Bos than to sheep and therefore more likely to have similar KIR
complex to cattle than sheep. The sheep read depth coverage shows that reads
map over the majority of the haplotype but not in a consistent or even pattern,
Figure 43. It has been shown in chapter 4 that the sheep KIR complex contains
similar genes but a substantially different haplotype sequence and structure. The
sheep genome read coverage depth profile suggests similarity within some genes
but no uniform coverage. Therefore by using the sheep genome as a negative
control it shows that read coverage depth is a good indicator of gene presence
or absence within the cattle KIR complex. To assess the difference in KIR
representation between genes and species at a quantitative level, read breadth
coverage was calculated.
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5.3.3 Read coverage breadth reveals KIR gene presence absence vari-
ation in the KU and Nellore Bos species
Read coverage breadth was calculated as a percentage of sequence coverage over
the X-axis and is based on uniquely mapped reads, this was conducted using the
same methods described in chapter 3. Data from chapter 3 has been included in
this chapter for reference. Read length has a positive correlation with coverage
breadth as longer reads span more loci defining positions. Therefore, the genomes
with longer read lengths are likely to have greater coverage breadth than genomes
with shorter read lengths.
There is a pattern of coverage breadth shared between the different animals,
Table 19. The genes BotaKIR2DS2/3 and BotaKIR3DXS2/3 have low read
coverage breadth in all the animals. As the read coverage breadth is low in the
positive control BAC and simulated datasets, this is a result of inadequate read
length incapable of aligning uniquely to one of the two very similar loci and not
structural variation as discussed in chapter 3. The sheep genome reads, used here
as a negative control, show reduced read breadth coverage in all of the genes. The
sheep does not have greater than 30.1% read coverage in any of the genes. The
sheep genome alignment is therefore a useful indication of the level of coverage
breadth required for the gene to be present.
The gene BotaKIR3DXS1 has reduced breadth coverage in the nellore breed
and the yak. This may be an indication of that genes absence in those genomes.
The Kuchinomshima has greater reduction of BotaKIR2DS2/3 and BotaKIR3DXS2/3
read coverage breadth than the other Bos species. Although the read breadth
coverage is relatively low for these genes in all the species analysed, the KU has
particularly low read breadth coverage. This is despite the relatively longer read
length of the sequenced KU genome. This further indicates BotaKIR2DS2/3
and BotaKIR3DXS2/3 are absent from the KU genome. The coverage depth
and breadth analysis has shown that the KIR complex gene content is main-
tained in the Bos species. It has been indicated that the KU genome has a lack
of BotaKIR2DS2/3 and BotaKIR3DXS2/3 genes and that the buffalo and sheep
genomes do not contain the same KIR genes as cattle.
5.3.4 High resolution analysis of the loci defining positions predicts
KIR presence and absence
Due to the low sequence coverage resulting from inadequate read length and
reduced mapability, an alternative but complementary approach to determine
gene presence or absence was required. The high resolution approach to calculate
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Animal N reads Total bases Av length % of extracted
Angus 8,786 658,950 75.0 15.57
Buffalo 10,694 795,584 74.4 20.04
Fleckvieh 15,945 574,020 36.0 15.71
Goldwyn (Holstein) 2,290,998 62,339,725 27.2 12.38
Hereford 1,932 1,978,209 1,023.9 1.96
Kuchinoshima 27,262 1,943,328 71.3 25.90
Nellore 9,188 689,100 75.0 16.35
Sahiwal 12,429 1,059,292 85.2 27.16
Yak 114,895 9,411,289 81.9 22.42
Sheep 4,295 286,014 66.6 9.90
Table 18: Table showing reads mapping to LRC within custom genome. The
details are of the extracted raw reads described in Table 17 that have aligned
to the KIR haplotype reference sequence embedded within the custom genome
build. The % of extracted is the proportion of extracted reads that subsequently
re-aligned to the KIR haplotype sequence.
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concordance within loci defining positions used in Chapter 3 section 3.3.4, was
repeated with each genome aligned to the KIR complex. This high resolution loci
defining position analysis shows that the majority of positions are represented
within the Bos taurus species, Figure 44. Each gene has over half the loci defining
positions represented in 100% of the reads aligned. The level of discordance
between the angus and fleckvieh genomes and the loci defining positions is very
low. The majority of the genes are well represented by sequenced genomes, except
for 3DXL3, which has the highest proportion of missing sequence.
The Bos indicus genomes have comparable gene content to the Bos taurus
species, Figure 45. The sahiwal analysis shows greater heterozygosity with a
larger proportion of gene positions represented by 50% to 75% of reads. This
may be an artefact of pooling 22 animals for whole genome sequencing, as some
genomes may have sequence or structural variation. The sahiwal genomes that
are missing KIR genes or have polymorphisms in the loci defining positions would
reduce the number of reads that are consistent with the reference loci defining
positions. Therefore, a number of the sahiwal genomes analysed in the pooled
sample may not have the same KIR gene structure or sequence as Bos taurus.
However, the composite pool of genomes analysed here shows representation of all
the KIR genes. Therefore, within the sahiwal breed, all the KIR genes analysed
are present. The Nellore genome shows a reduction in the number of loci defining
positions represented by reads in the 3DXS1 sequence, Figure 45a, this reduction
is significant compared to the other species studied. This corresponds with the
read breadth coverage analysis suggesting that 3DXS1 is absent from the Nellore
genome.
The Kuchinomishima-Ushi genome shows a large proportion of missing se-
quence in the four genes 2DS2/3 and 3DXS2/3, Figure 46. This analysis corre-
sponds to the read breadth and depth coverage from the normal and uniquely
mapped sequences. This is further evidence that 2DS2/3 and 3DXS2/3 genes
are not represented within this genome and that the KU has a different KIR
haplotype structure to HF, with a reduced gene number.
All of the KIR loci are represented within the yak genome, Supplementary
Figure S6. Like the Sahiwal genomes, the yak genome shows greater heterozy-
gosity, with the majority of positions corresponding to greater than 75% of the
reads. Unlike the Sahiwal analysis, the yak genome is from a single animal and
therefore this variation likely consists within a heterozygous KIR complex of the
yak genome, or copy number variation of certain genes. This analysis predicts
the presence or absence of a gene but it does not predict novel genes. Therefore
the variation within the yak KIR complex may be the presence of new KIR genes
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that have not yet been characterised.
The water buffalo and sheep genome analysis demonstrate the sensitivity of
this characterisation, Figure 47. The water buffalo is more related to Bos taurus
than sheep, therefore there is greater potential to share a similar KIR complex
structure. The water buffalo genome represents moderate similarity to the ma-
jority of KIR loci, Figure 47a, however it is clear that there is significant diversity
between the Bos and Bubalus species within the KIR complex. Although sup-
porting greater than 50% of the loci defining positions in several of the genes, a
number of genes have very little or no support. There are low levels of correspon-
dence between the cattle and sheep but clearly there are no identical KIR genes,
Figure 47b. The sheep KIR complex, as shown in chapter 4, has similar KIR
genes and structure but no KIR genes are the same. Therefore, the sheep genome
alignments supports this analysis pipeline and the interpretation of results.
5.3.5 PCR of KU gDNA confirms absence of four KIR genes
To confirm the absence of the 2DS2/3 and 3DXS2/3 genes within the KU
genome, PCR was conducted with group II and group III specific primers. Low
concentration genomic DNA template was provided by the NODAI genome re-
search center at the Tokyo university of agriculture. This sample was expanded
to a usable quantity by whole genome amplification. PCR primers specific to
2DS2/3 and 3DXS2/3 genes were designed within areas of known sequence con-
servation. The PCR reaction was also performed on several DNA templates as
positive and negative controls including the BAC DNA used to assemble the
haplotype, several related Holstein-Freisian cattle and a yak. The results clearly
showed that the these primers did not amplify any product from the KU tem-
plate DNA, Table 20. Positive control primers designed to amplify group II genes
worked as expected.
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Figure 46: High resolution SNP analysis of other Kuchinoshima-Ushi cattle.
Comparison of gene defining SNP positions between gene group loci. The
columns represent the total number of variable nucleotide positions between the
two genes. The black columns represent the number of positions that correspond
to the first gene within 100% of the aligned reads. The grey columns are the
same for 75% and 50% of the reads. The red columns represent the total number
of positions that are discordant between the aligned reads and the first gene. The
white columns are representative of the total number of positions that are not
covered by sequence.
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Target Pr. band size 335H08 917 206 Yak 145 KU
2DS2/3 D0 482 bp X X
2DS2/3 D2 465 bp X X
3DXS2/3 D0 1201 bp X X
Group II D0 547 bp X
Table 20: Table of results from 2DS2/3 and 3DXS2/3 targeted PCR. The target
is the gene and domain exon sequence targeted by primers designed within the
flanking intron sequence, the predicted band sizes are shown (Pr. band size).
Numbers and names along the top row are templates used for PCR amplification.
335H08 is BAC clone DNA that does not contain any of the genes targeted. 917,
206 and 145 are all gDNA templates from Holstein-Friesian cattle. The yak is
gDNA from a Bos grunniens sample. The Kuchinohsima is the whole genome
amplified gDNA. Numbers are representative of PCR band sizes in base pairs.
Ticks ( ) represent correct band sizes after electrophoresis, crosses (X) represent
no product.
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5.4 Discussion
In this chapter whole genome sequencing reads from within the Bos species and
beyond have been aligned to the HF KIR complex to determine gene presence
or absence. This bioinformatic analysis has shown that although Bos species
have the same KIR complex as the HF reference, there is gene presence/absence
variation within Bovinae, Figure 48. This has been verified with PCR screening
of the KU genome.
5.4.1 Evolution of the KU KIR complex
It is predicted from this analysis that the KU cattle have a reduced gene number
KIR complex, Figure 48. The genomic DNA for the KU cattle individual used
in this analysis does not contain four null-allele KIR that have been identified
within all the other Bos species studied. Assuming the animal in this study is
representative of the KU species, the species has either lost the genes, or never
had the genes to begin with.
One explanation is that the species has truncated the complex removing the
genes that are no longer required. In HF these KIR are non-functional, therefore
in KU they may have been removed from the complex by non-allelic homologous
recombination (NAHR) with no selection pressures to maintain the genes. Al-
ternatively these KIR may have been functional within the KU; mirroring the
process of inactivation that was seen in HF the KU may have removed the genes
using a different mechanism, deleting them completely as opposed to silencing
them through premature stop codons.
An alternative explanation is that these KIR were not present within the
founding cattle that were brought to the Kuchinoshima island. This would mean
that the KIR complex did not become truncated but was the result of founder
effect. This explanation goes against the block duplication theory described in
chapter 2. The other KIR, 3DXL4/6 and 3DXL5/7, from the same blocks, block
A and block B, as the missing KIR are present within the KU genome. Therefore
if the KU and it’s ancestors never had the missing genes, then the blocks in HF
must have evolved by a different mechanism. Because this explanation is less
likely, it is believed that the KU previously had these KIR and subsequently lost
them during their evolution.
Furthermore this truncated complex may be seen within other species. Until
further complexes have been sequenced it cannot be discounted that this complex
is a common form that is seen in disparate cattle populations. It could therefore
have been a complex that was in the founding cattle to be transported to Kuchi-
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noshima. If the complex is the dominant form within the KU population, it may
either have been the only form inherited or it has been selected for because of an
advantageous trait.
Unpublished work in the Hammond lab has shown that the null-alleles, specif-
ically BotaKIR3DXS2 and BotaKIR3DXS2 are transcribed. However, these
transcripts contain the premature stop codon that prevents full length protein
translation and are not potentially functional versions of the null-alleles. Could
these short translated sequences or transcripts of null alleles be interfering with
the normal function of the cattle KIR? And therfore is there a benefit from delet-
ing these null-alleles? Alternatively could the presence of the null-allele sequences
enable hybrid-composite genes to form? This would occur by the polymerase
skipping certain stop-codon containing domains to produce a novel KIR tran-
script based on exons from different genes. Such genes have never been found
but only few full length exon KIR sequences from cattle lymphocytes cDNA have
been sequenced.
5.4.2 The evolution of 3DXS1 has occurred relatively recently within
the KIR complex
The analysis within this chapter has indicated that the genome of Nellore species
of cattle does not contain BotaKIR3DXS1. Although the study has released the
raw genome sequences for the Angus and Nellore cattle to the EBI and NCBI
short read archives (accession SRP015694), the results have not been published.
Therefore, there is very little information regarding this animal, meaning the
results for the Nellore and Angus should be considered with caution. Nonetheless,
if it is assumed that the animal used was a Nellore cattle (Bos indicus) and that
this animal is representative of its species, then BotaKIR3DXS1 has either been
deleted or it had not evolved within this animal. Further investigation into this
breed and this locus are on-ongoing within the Hammond lab.
BotaKIR3DXS1 is believed to have duplicated from the Ig domain exon se-
quences of BotaKIR3DXL1 and the transmembrane domain exon sequences of an
activating KIR. The result is an activating KIR with the same ligand specificity
as an inhibitory KIR. These paired receptors are hypothesised to have evolved
in response to viral subversion of an inhibitory KIR ligand. The virus produces
a ligand homologue protein that interacts with the KIR receptors thus masking
down regulation of MHC. The host responds after the spontaneous recombination
of the paired receptors to generate the activating variant KIR that targets the
cells expressing the decoy protein. Therefore the virally infected cells are killed
by NK cells naturally within the host resulting in eradication of the virus from
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the population. The activating KIR recognises self and is therefore dangerous to
the host. It is therefore likely to be short lived within evolutionary terms. Bo-
taKIR3DXS1 is predicted to be functional within HF cattle, it is hypothesised
it remains functional and has not been deactivated due to the persistence of the
pathogen it evolved to target.
The Bos indicus species split with Bos taurus before domestication and both
species were domesticated independently, however admixture between the two
sub species has occurred. Nonetheless, it is conceivable that BotaKIR3DXS1 did
not exist before this split then formed within Bos taurus primigenious aurochsen.
However, the Yak genome has strong evidence for containing BotaKIR3DXS1.
Therefore, as the Yak diverged before taurine and indicine cattle, the most parsi-
monious explanation is that the nellore has lost BotaKIR3DXS1 during its evo-
lution. It could be hypothesised that the nellore cattle has lost BotaKIR3DXS1
as a result of lack of pathogen selection pressure. Unlike the other species stud-
ied, the nellore may have become isolated from the pathogen that promoted
BotaKIR3DXS1 evolution. It is predicted BotaKIR3DXS1 recognises the same
ligand as BotaKIR3DXL1, therefore expressing BotaKIR3DXS1 could be detri-
mental to the host causing autoimmune problems. Therefore, with the lack of
pathogen selection pressures, its removal from the genome was beneficial to the
host.
5.4.3 The cattle KIR complex has evolved in Bos species
This chapter has shown that the KIR complex is largely consistent within the Bos
species. The KIR complex is shown to have the at least same gene content in the
disparate Bos species of Bos taurus, Bos taurus primigenious, Bos indicus and
Bos grunnienes. However, the larger Bovinae clade does not share this structure
as the water buffalo genome has shown evidence of a different KIR complex.
Therefore it is believed that the HF KIR complex has evolved within the Bos
species during the last 5.4 million years. To confirm this further, other Bos
species such as Bos javanicus, Bos gaurus and Bos sauveli could be sequenced.
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6 Chapter 6. Variation in the cattle KIR complex
6.1 Introduction
The assembly of the cattle KIR haplotype has enabled the systematic analysis of
each of the cattle KIR genes. Before this can begin the extent of polymorphis-
mic variation within the cattle KIR sequences needs to be determined. Primer
and probe design for real time assays and genotyping studies are likely to be
sub optimal without knowledge of the polymorphic positions within the KIR
sequences. Determining the most polymorphic KIR and the most variable posi-
tions within each gene will indicate genes under selection and enable modelling
of ligand binding variation.
By utilising publicly available short read sequences it has been possible to
identify that the KIR complex largely has remained unchanged during its evolu-
tion within the Bos species. These short reads alignments have however indicated
that the cattle KIR complex, like in other species, is highly polymorphic. How-
ever, the inadequate read length of these studies has not allowed confident use
of this polymorphism data. Therefore to determine the extent of polymorphism
within the KIR complex, further sequencing is required to provide longer reads
capable of aligning to the complex with high confidence.
First attempts involved designing primers within the intron sequences sur-
rounding each KIR exon sequence and sequencing directly from the PCR prod-
uct. This initial pilot project was intended to determine the most conserved
sequences for further generic primer design that would amplify all of the KIR
exon sequences for NGS sequencing. After designing and implementing the pilot
phase of this project the results suggested that the polymorphic nature of the
KIR complex and the secondary structures that were forming prevented detection
all of the KIR loci targeted.
Instead a targeted sequence capture and enrichment approach was taken
which enabled the whole KIR complex to be sequenced. A bespoke Nimblegen
EZ capture developer assay was created using the KIR complex as a reference
sequence. Tiling probes were created that are complementary to the KIR com-
plex sequence, Figure 49. After fragmentation and sequencing adapter ligation
of the of the target animal genomic DNA, tiling probes bind to the fragmented
target region enabling amplification of the KIR complex via ligation-mediated
PCR (lmPCR). The enriched genomes can then be sequenced using an Illumina
MiSeq to produce relatively long reads of 2x250 bp compared to the 2x100 bp
produced by the genome resequencing projects. These reads can be artificially
joined to create a theoretical maximum read of 490 bp. At this read length, most
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of the problems associated with inadequate read length for unique alignment to
the KIR complex exons are negated, as discussed in chapter 3.
The cattle KIR haplotype sequenced within this project was from a HF ani-
mal. The HF breed of cattle has undergone intensive domestication to improve
productivity, this may have had an effect on the level of polymorphisms with the
breed. The MHC herd in Compton, West Berks, UK is owned by The Pirbright
Institute and consists of back-bred HF cattle with homozygous MHC haplotypes.
The MHC herd of cattle will be intensively interrogated for the role of NK cells
in various cattle diseases, however the lack of detail for the level of variation
within the KIR complex means the KIR cannot be robustly interrogated yet.
To study the extent of KIR sequence polymorphisms within the the HF breed,
DNA from fourteen MHC herd animals was enriched and sequenced. Animals
from different MHC genotypes were sequenced to get an indication of diversity
across the entire herd. This provided complete KIR exon sequence data for an
unprecedented 28 HF cattle KIR haplotypes. To determine the rate of error in
the process DNA from one of the animals was enriched and sequenced twice. To
gain a wider indication of KIR variation within the UK dairy herds, two breeding
British Friesian bulls were sequenced, Blackisle Glen Grant and Nerewater Tip-
top. These bulls have sired hundreds of offspring within the UK and worldwide
dairy herds, each containing a KIR haplotype sequenced here. Therefore this is
a powerful indicator of SNP positions within the KIR complex.
To confirm the Kuchinoshima-Ushi KIR complex results described in chapter
5, the whole genome amplification DNA sample was also enriched and sequenced.
This enabled the polymorphic positions to be interrogated to look for specific
SNPs and indels to the KU. To begin to determine the KIR complex gene struc-
ture and extent of polymorphisms within the genetically isolated Chillingham
breed of cattle, Chillingham bullock and heifer DNA samples were enriched and
sequenced. The Chillingham cattle, which appear phenotypically similar to the
white park breed of cattle have lived within an enclosed park at Chillingham
castle, Northumberland. They have not had any veterinary intervention and
are believed to be the best representation of native wild UK cattle, therefore
pre-date the intensive domestication of the last two centuries. The species has
undergone genetic bottlenecks that has reduced sequence variation between the
animals. Four Bos indicus cattle, two Sahiwal and two Nellore were sequenced to
determine the extent of genetic diversity within a more distant cattle sub species.
Sequencing these animals provides information on variable positions and genes
that might not be present within the the HF KIR haplotypes. The data produced
from four rounds of capture, enrichment and sequencing provides a rich source
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of information about the diversity of the cattle KIR sequences. The variable
positions will be used to enable design of genotyping assays as both conserved
and allele specific positions were previously unknown.
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Figure 49: Diagram of tiling probes over the target region. Blue lines represent
probes designed to complement the target region. Simple tiling design (a) uses
fewer 120 bp length probes than the Nimblegen design (b) that uses 50-105 bp
length probes. Image taken from the Nimblegen support website.
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6.2 Methods
The data in this chapter is part of an ongoing Immunogentics lab project to
characterise the genetic diversity within the cattle KIR and NKC complexes.
The wet-lab work has been conducted by Doctor Mark Gibson within the Im-
munogenetics lab, Pirbright Institute. All of the analysis and some of the DNA
preparation was conducted by myself.
6.2.1 DNA preparation
The Kuchinoshima-Ushi genomic DNA is the same whole genome amplified sam-
ple used within chapter 5. The Chillingham bull DNA has been whole genome
amplified using the same methods described in chapter 5 section 5.2.1. The dairy
cattle samples have been extracted from PBMCs using TRIzol R© reagent (Life
technologies, UK) following the manufacturers guidelines.
DNA was fragmented using a Covaris focused ultrasonicator (Covaris, inc.
Massachusetts, USA) to produce fragment sizes of approximately 420 bp, mea-
sured on an Agilent bioanalyzer (Agilent Technologies, Inc. California, USA).
Illumina TruSeq LT (Illumina, UK) library adapters were ligated to the frag-
ments before genome enrichment.
6.2.2 Targeted genome enrichment of the KIR complex sequence
The NKC and KIR complex target regions were enriched using a Roche Nimble-
gen SeqCap EZ developer library (Roche, Basel Switzerland) following the man-
ufacturers guidelines for short read Illumina sequencing. Custom probes were
designed based on the KIR complex. The probe design was an iterative process
that relied on the custom genome build with the assembled KIR haplotype with
input from both Nimblegen and myself for the final probe design.
6.2.3 DNA sequencing
Enrichment capture library preparations were sequenced using an Illumina MiSeq
at the Pirbright Institute. The Illumina TruSeq LT library preparation was used
with either 460 or 500 cycles to produce either 2x230 bp or 2x250 bp reads
respectively. A total of four capture experiments and sequencing runs were con-
ducted, with four animals in the first run (HF504805, HF505183, HF504882 and
HF104766), six animals in the second (HF404818, HF598, HF4222, HF505204,
HF705206, HF204375) and third runs (HF982, HF766, HF405, HF159, Chilling-
ham bull 250b, Kuchinoshima-Ushi), and nine animals in the fourth run (Black-
isle, Chillingham3, HF252, HF652, Nellore NE14, Nellore NE43, Nerewater, Sahi-
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wal SW2, Sahiwal SW3). All of the samples designated with the HF have been
sourced from the Pirbright Institute MHC herd in Compton, West Berkshire and
have characterised MHC class I haplotypes.
6.2.4 Sequence analysis and variant detection
The raw fastq files were downloaded from the MiSeq and had adapter sequences
cut using cutadapt [91]. Cut sequences were aligned to the custom cattle genome
build described within chapter 3, section 3.2.1, with BWA-MEM and Bowtie2
[81]. Reads were uniquley aligned with BWA-MEM by using the C1 option and
the other default settings. Reads were uniquely aligned with bowtie2 by filtering
out reads that aligned to other positions with an equal map score using a bespoke
python script described in the appendix section 9.5.1. SNPs and indels were
called using Varscan2 [79] with 20% or higher proportion of supporting reads.
SNPs were called from both BWA and Bowtie2 alignments and kept if they were
called by both. The positions and potential residue changes of the SNPs were
annotated using the same pipeline described in chapter 2, section 2.2.7. Shared
SNPs statistics were determined using MySQL.
Copy number variation of the cattle KIR genes was predicted by calculating
the fold increase or decrease of read coverage depth compared to a baseline ref-
erence sequence provided by the HF4222 read depth coverage. The ratio change
in read depth coverage over the 3′ region of the KIR complex encompassing
the non-variable FCAR and NCR1 genes was calculated between the baseline
HF4222 and a target animal coverage depths. This ratio was used to compare
the relative read depth coverage between the two animals over the entire haplo-
type. Each base position was compared between the two animals and calculated
as a change from the relative baseline. All the relative depths for each base po-
sition were calculated for each KIR exon to give an indication of CNV per gene.
Details of the script used are in the appendix within section 9.5.2.
The number of SNPs each animal contains that are different or not seen
within in another animal was calculated using MySQL. This was repeated for
all the combinations of animals in a pairwise fashion to generate a matrix of
SNP differences. The matrix was used to generate a dendrogram and therefore
infer phylogenetics using the shared SNP positions between all of the animals.
The entire haplotype sequence was used excluding the LILR regions (start at 60
kb into the CKH reference sequence). A bespoke python script was written to
generate the dendrogram, details are in the appendix section 9.5.3.
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6.3 Results
6.3.1 DNA fragment length biased sample sequence distribution
The Illumina MiSeq generated up to 2.5 gigabases (Gb) of nucleotide sequence
data for each of the animals used in the enrichment captures, Figure 50. There
was considerable differences in total bases generated between the animals in the
study with HF705206 producing nearly 4x as many reads as HF982. This was
partly due to the number of animals used in each sequencing run. There were
four runs, the first run had four animals whilst the second and third run both
had six animals each, the final run contained nine animals. Therefore there were
fewer reads per animal in the later runs which would have reduced the number
of bases per animal. This was partially counteracted by the decision to use 500
cycles for the second, third and fourth runs instead of 460 cycles that was used
in the first run. Therefore, the second, third and fourth runs produced 2x250
bp reads compared to the 2x230 bp reads from the first run. This is effectively
a nucleotide base increase of 8% per animal in the second, third and fourth
runs. The library preparation for Nellore NE43 was sub-optimal and produced
the lowest total bases, it is unknown what caused this and the results from this
animal cannot be used.
The biggest differences in total bases yielded were caused by the library sizes.
The HF705206 and HF204375 libraries were prepared with the animals in the
first capture enrichment but were run on the MiSeq alongside the animals from
the second capture enrichment. The first capture enrichment had a lower median
fragment size than the second, third and fourth, Figure 51. Therefore, when the
first capture animal library preparations were sequenced alongside the second
capture animals, the shorter fragments of the first capture animals were biased by
the sequencing process. This bias resulted in many more sequences for HF705206
and HF204375 compared to the other animals sequenced in the second capture.
6.3.2 Alignment of raw sequences revealed 50% non-specific enrich-
ment
The raw sequencing reads from each capture enrichment were aligned to the
custom cattle genome described in chapter 3, section 3.2.1. This genome build
has had all KIR sequences removed and the assembled KIR complex sequence
inserted as a standalone chromosome. The number of bases aligned to each
chromosome was calculated revealing that approximately 50% of the reads were
not specific to the KIR complex or the NKC, Figure 52. These reads are the
result of non-specific probe binding and enrichment that has amplified unwanted
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Figure 50: Total bases produced from Illumina MiSeq sequencing for each capture
experiment. Total bases are shown (red), which is slightly greater than the
quantity of bases after adapters have been cut (black). The animals are in order
of capture experiment, the first four were from capture 1, the second and third
six were from capture 2 and 3 respectively, the final 9 are from capture 4.
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Figure 51: Box plots showing the inferred DNA fragment size distributions. Frag-
ment sizes are inferred by joined read pairs. Box plot edges represent the 25th
and 75th percentiles from the distribution curve. Whiskers represent the 5th
an 95th percentile ranges and the outliers are represented by crosses. Data is
representative of 10,000 random fragments per animal. This data follows the
same trend as the full data set (not shown). The animals are in order of capture
experiment, the first four were from capture 1, the second and third six were
from capture 2 and 3 respectively, the final 9 are from capture 4.
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regions of the genome. The number of non-specific read bases aligning to each
chromosome is proportional to the size of the chromosome, with more non-specific
reads aligning to the larger chromosomes, Figure 52. This is in line with what
was predicted for the capture and enrichment technology.
6.3.3 Fragment length has no effect on probe specificity
For each capture experiment the fragment size was increased in an effort to
increase coverage over the repetitive regions of the KIR complex. The difficulties
of aligning short reads to the KIR complex and the inadequacies of short read
lengths were discussed in chapter 3, section 3.3.2. The effect of increasing the
fragment size may have affected the specificity of the probes resulting in greater
non-specific binding. To interrogate this effect the fragment sizes were calculated
and compared. The fragment lengths of the reads aligning to the KIR complex
and NKC, which were the intended targets for this project, were inferred by
calculating read pair mapping distance. The fragment lengths for the reads
aligning to the non-specific chromosomes were also calculated. The actual sizes of
the fragments for each enrichment capture library sequencing run was calculated
by joining the Illumina read pairs to create one artificial long read from a pair
of short reads. A comparison of fragments sizes between the capture targets
(KIR complex and NKC), non-specific chromosomes and actual sizes revealed no
differences, Figure 53. This was repeated on all of the the animals sequenced to
determine if the increase in fragment sizes used had an effect on the specificity
of probe binding (data shown in the appendix section 9.5.4). There was no
correlation between fragment size and probe specificity.
The library sizes were calculated to be significantly shorter than the fragment
sizes determined by the bioanalyser. This was an unknown consequence of the
enrichment and sequencing process and may have impacted on sequence breadth
coverage. Due to this shorter effective fragment size, the reads were aligned
individually as opposed to alignment after artificial joining. This is because more
sequences were available with this approach. A comparison between aligning
reads independently and with joined reads revealed no difference in sequence
coverage breadth.
6.3.4 Read depth coverage confirmed the presence of KIR genes
within the HF and confirmed the reduced KIR complex in KU
The coverage depth of the aligned reads over the KIR complex for each of the
animals sequenced showed that each KIR locus had sequence coverage, Figure 54.
September 17, 2014 Nicholas D Sanderson 172
Polymorphisms in cattle KIR 6.3 Results
F
ig
ur
e
52
:
N
um
be
r
of
ba
se
s
al
ig
ni
ng
pe
r
ch
ro
m
os
om
e.
E
ac
h
co
lo
ur
is
re
pr
es
en
ta
ti
ve
of
th
e
nu
m
be
r
of
ba
se
s
al
ig
ni
ng
to
th
at
ch
ro
m
os
om
e
fr
om
a
pa
rt
ic
ul
ar
an
im
al
.
C
hr
om
os
om
es
ar
e
or
de
re
d
by
si
ze
.
T
he
K
IR
co
m
pl
ex
an
d
ch
ro
m
os
om
e
05
ar
e
th
e
ta
rg
et
re
gi
on
s.
C
hr
om
os
om
e
05
co
nt
ai
ns
th
e
ta
rg
et
se
qu
en
ce
s
an
d
no
n-
sp
ec
ifi
ca
lly
bo
un
d
se
qu
en
ce
s
ou
ts
id
e
of
th
e
N
K
C
.
September 17, 2014 Nicholas D Sanderson 173
Polymorphisms in cattle KIR 6.3 Results
This has been exemplified by the animal HF4222 which was the animal used to
sequence the KIR complex and thus the read coverage represents normal diploid
KIR content, Figure 54a. The read coverage for HF4222 is uneven through the
complex which is a result of sequencing bias and the unequal number of probes
used along the complex. The HF4222 read depth coverage can be used as a
baseline for comparison of the other animals to. The Kuchinoshima-Ushi read
coverage confirms the conclusions of chapter 5, that the BotaKIR2DS2/3 and
BotaKIR3DXS/3 positions are absent within the Kuchinoshima-Ushi genome,
Figure 54b.
6.3.5 Read depth coverage revealed CNV within the cattle KIR hap-
lotype
Copy number variation of the cattle KIR genes was predicted by calculating the
fold increase or decrease of read coverage depth compared to a baseline reference
sequence provided by the HF4222 read depth coverage. This further confirmed
the absence of 2DS2/3 and 3DXS2/3 loci from the KU KIR complex, Figure
55. The process was repeated for all the animals (appendix section 9.5.6) and
indicated potential CNV of other KIR genes, Figure 56 and Table 21. Animals
HF159 and Sahiwal SW2 are predicted to be lacking BotaKIR3DXS1, Figure 56
and Table 21, which has been confirmed by expression analysis within HF159 in
a separate project within the lab. One of the Sahiwal animals sequenced, SW3,
is predicted to encode a heterozygous KIR genotype with a full KIR content
haplotype similar to the HF4222 and a truncated KIR haplotype akin to that
sequence within the KU.
The Nellore NE14 animal has increased relative read depth coverage over the
2DS1 and 3DXL1 genes, suggesting CNV of these genes within the genome. The
HF504805 and HF504882 animals have reduced read coverage over the 2DS3 to
3DXS2 loci which may be a result of a truncated haplotype. It has not been
possible to confirm these different haplotype structures yet; either within the lab
or through analysis of SNP heterozygosity within the “intact” haplotype.
6.3.6 Different aligners produced different results, thus a combina-
tion of aligners were used for SNP detection
To determine the most accurate method of aligning the reads to the highly repeti-
tive KIR complex, the alignment was repeated several times with a range of differ-
ent parameters. No two aligners produced the same results, Figure 57. Aligners
were chosen based on capability to align 250 bp reads accurately and the ability
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Figure 54: Read coverage depth of animals HF4222 (a) and Kuchinoshima-Ushi
(b) enrichment capture sequences over the KIR complex. The rest are shown in
the appendix section 9.5.5 and follow the same pattern exemplified by HF4222.
The black line represents a sliding window (1 kb) average of read coverage depth.
Read coverage reduced from the different capture experiments leading to lower
peak coverage in the Kuchinoshima compared to HF4222 cattle. Grey columns
are for reference and represent the KIR positions. Positions of KIR from left
to right are: 3DXL6, 2DS3, 3DXS3, 3DXL7, 3DXL4, 2DS2, 3DXS2, 3DXL5,
3DXL2, 2DS1, 3DXL3, 3DXS1, 3DXL1 and 2DL1
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Figure 56: Diagram of predicted KIR genotype structures based on CNV analysis
in section 9.5.6. Haplotypes cannot be distinguished, therefore these are predicted
genotype structures and open to interpretation and verification. Black blocks
are predicted functional and grey blocks are null-alleles. Genotypes have been
numbered 1 to 6. The genotype of each animal is shown in Table 21.
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Animal KIR Genotype MHC Genotype
HF504805 4 A10/A14
HF505183 1 A31
HF504882 4 A14
HF104766 1 A10/A31
HF404818 1 A18
HF598 1 A18
HF4222 1 A14
HF505204 1 A14
HF705206 1 A14
HF204375 1 A14
HF982 1 A31
HF766 1 A10/A31
HF405 1 A18
HF159 3 A31
Kuchinoshima 2 Unknown
Chillingham250 1 A10
HF252 1 A18
Nerewater 1 A11/A18
Blackisle 1 A14/A18
Chillingham3 1 A10
Sahiwal_SW2 3 Unknown
Sahiwal_SW3 5 Unknown
HF652 1 A31
Nelore_NE14 6 Unknown
Table 21: Table showing the predicted KIR genotypes from Figure 56. MHC class
I genotypes are also shown. Where one haplotype is shown animal is homozygous.
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to remove reads that do not uniquely align. BWA-MEM and Bowtie2 shared the
highest number of SNPs. Due to the repetitive nature of the KIR haplotype and
the uncertainties this provides, the conservative approach of using only the SNPs
that were reported by both BWA-MEM and Bowtie2 was employed.
The sheer number of SNPs called here makes it impossible to show them
all within this thesis. Therefore, the SNPs from within the exon sequences are
shown in the appendix tables S3 to S16. Further SNPs within the introns and
intergenic regions can be found online https://github.com/nick297/thesis_
scripts/tree/master/data_files.
6.3.7 Duplicate samples revealed a low error rate (0.12%) but high
prevalence of missed SNPs (8.94%)
The enrichment process involves a PCR amplification step with 24 cycles using
a high-fidelity taq, which has the potential to introduce errors. Although the
Illumina sequencing process produced high quality sequences, there is still the
potential for errors to be introduced during sequencing. To determine the error
rate of SNPs called from the enrichment and sequencing process, a duplicate sam-
ple was used. The SNPs called for each of the duplicate samples was compared
to determine unique SNPs for each sample. Unique SNPs between the duplicates
are likely to be spontaneous error because they have not been identified within
the duplicate sample. The unique SNPs between the duplicate samples were
spread evenly over the KIR complex, Figure 58. There is a peak in erroneous
SNPs over the LILR region which is likely due to the increased read coverage in
this area. The cattle LILR region, like the KIR region within the genome build,
remains unfinished, therefore the probes have likely picked up more LILR genes
than the three sequences within the assembled BAC clone sequence used here.
Therefore, multiple LILR genes are being mapped to single loci generating rela-
tively more SNPs. The duplicate samples were sequenced in the first and third
capture experiments. The number of SNPs and unique (erroneous) SNPs from
the first capture experiment duplicate were 1513 and 127 respectively. Alterna-
tively, the number of SNPs and unique (erroneous) SNPs from the third capture
experiment duplicate were 1762 and 166 respectively. Of these unique SNPs, only
4 from each animal were not detected within any of the other animals sequenced.
Finding SNPs within other animals is mathematically very unlikely to be a false
positive and more likely to be a failure within the capture experiment to detect
the SNPs within one of the duplicates. All of the SNP positions missed between
the duplicates had sequence coverage. Therefore, the enrichment process may
have biased one haplotype between the duplicates. Alternatively slight contami-
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Figure 57: Venn diagram showing the three most popular aligners and the shared
SNPs between them. Using the same dataset and removing reads that do not
map uniquely SNPs were compared between the different aligners. SNPs unique
to BWA-Mem (red), Bowtie2 (green) and BWA-sampe (purple) are shown. SNPs
that are shared between two or three of the aligners are also shown within the
diagram.
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nation or bleed over during sequencing may have affected the results to generate
missed SNPs. The error rate for false positive SNPs has been calculated at 0.12%
and the enrichment and sequencing procedure has a 8.94% margin for missing
SNPs.
6.3.8 Total SNP numbers per animal varied as did relative propor-
tions of SNP numbers per intergenic, intron and exonic se-
quence
The number of SNPs varies between each animal, with the KU, Nelore NE14
and Sahiwal each containing over 5,000 SNPs over the KIR complex, Figure 59b.
The Nelore N43 has the lowest number of SNPs which was a result of the low
yield sequencing. Therefore, the results from this animal are unreliable. There
is a trend between the number of KIR SNPs within an animal and their MHC
genotype. The cattle with A10 and/or A18 MHC haplotypes have approximately
1,500 SNPs over the entire haplotype, Figure 59a. The cattle with A14 or A31
MHC haplotypes have over 2,000 SNPs over the entire haplotype. The exception
here is 4222 (A14/A14) which has effectively a single haplotype sequenced here.
This may be an indication of the back breeding process used to generate the
homozygous MHC class I genotypes, which has propagated SNPs within the
KIR complex of related animals. This may also be an indication of artificial
selection increasing or decreasing diversity within the KIR complex.
The proportional number of SNPs within the KIR exons, introns and inter-
genic sequences varies with the total number of SNPs, Figure 59b. The animals
with over 2,000 SNPs within the KIR complex have proportionally more SNPs
within the intron and exon sequences than the animals with less than 2,000 SNPs.
This further points to modulation of KIR sequence diversity within cattle with
certain MHC genotypes, which is likely a product of back breeding and not the
MHC molecules. Shared SNPs between the animals will confirm this observation.
6.3.9 Shared SNPs within the KIR loci between animals is likely a
result of back breeding for homozygous MHC haplotypes
By using a pairwise comparison of shared SNP positons between each animal it
has been possible to infer phylogenies based on called SNPs, Figure 60. Each SNP
for each animal is compared to all the other animals to determine the number
of SNPs within each animal that is not present within the other animals. This
similarity matrix, when plotted as a dendrogram, clearly segregates the different
MHC genotyped animals, Figure 60. The A10/A18 animals form a group with
September 17, 2014 Nicholas D Sanderson 182
Polymorphisms in cattle KIR 6.3 Results
0
50
00
0
10
00
00
15
00
00
20
00
00
25
00
00
30
00
00
35
00
00
40
00
00
Po
si
tio
n 
w
ith
in
 K
IR
 c
om
pl
ex
 (b
p)
01020304050
Number of SNPs within 3661 bp bin size
ca
p1
_7
66
_u
ni
qu
e_
SN
Ps
ca
p3
_7
66
_u
ni
qu
e_
SN
Ps
3DXL6
2DS3
3DXS3
3DXL7
3DXL4
2DS2
3DXS2
3DXL5
3DXL2
2DS1
3DXL3
3DXS1
3DXL1
2DL1
F
ig
ur
e
58
:
H
is
to
gr
am
of
m
is
se
d
SN
P
s
ov
er
th
e
ca
tt
le
K
IR
co
m
pl
ex
.
R
ed
ba
rs
in
di
ca
te
SN
P
s
fr
om
th
e
ca
pt
ur
e
1
H
F
76
6
du
pl
ic
at
e
an
d
gr
ee
n
ba
rs
re
pr
es
en
t
SN
P
s
fr
om
th
e
ca
pt
ur
e
2
H
F
76
6
du
pl
ic
at
e.
T
he
5′
(l
ef
t)
of
th
e
ch
ar
t
sh
ow
s
m
an
y
SN
P
s
ov
er
th
e
re
gi
on
co
nt
ai
ni
ng
th
e
LI
LR
.
T
he
K
IR
po
si
ti
on
s
ar
e
la
be
lle
d
al
on
g
th
e
X
-a
xi
s.
G
re
y
re
pr
es
en
ts
th
e
ge
ne
in
tr
on
s
an
d
bl
ac
k
re
pr
es
en
ts
th
e
ex
on
s.
September 17, 2014 Nicholas D Sanderson 183
Polymorphisms in cattle KIR 6.3 Results
0"
1000"
2000"
3000"
4000"
5000"
6000"
HF
10
47
66
"
HF
50
48
05
"
HF
50
48
82
"
HF
50
51
83
"
HF
20
43
75
"
HF
40
48
18
"
HF
42
22
"
HF
50
52
04
"
HF
59
8"
HF
70
52
06
"
HF
15
9"
HF
40
5"
HF
76
6"
HF
98
2"
Ch
ill
_2
50
b"
Ku
ch
in
os
hi
m
a"
Bl
ac
ki
sle
"
Ch
ill
in
gh
am
3"
HF
25
2"
HF
65
2"
N
el
or
e_
N
E1
4"
N
el
or
e_
N
E4
3"
N
er
ew
at
er
"
Sa
hi
w
al
_S
W
2"
Sa
hi
w
al
_S
W
3"
N
um
be
r'o
f'S
N
Ps
'
exons" Introns" Inter"genic"
(a)
0"
0.1"
0.2"
0.3"
0.4"
0.5"
0.6"
0.7"
0.8"
0.9"
1"
HF
10
47
66
"
HF
50
48
05
"
HF
50
48
82
"
HF
50
51
83
"
HF
20
43
75
"
HF
40
48
18
"
HF
42
22
"
HF
50
52
04
"
HF
59
8"
HF
70
52
06
"
HF
15
9"
HF
40
5"
HF
76
6"
HF
98
2"
Ch
ill
_2
50
b"
Ku
ch
in
os
hi
m
a"
Bl
ac
ki
sle
"
Ch
ill
in
gh
am
3"
HF
25
2"
HF
65
2"
N
el
or
e_
N
E1
4"
N
el
or
e_
N
E4
3"
N
er
ew
at
er
"
Sa
hi
w
al
_S
W
2"
Sa
hi
w
al
_S
W
3"
Re
la
%v
e'
pr
op
or
%o
n'
of
'S
N
Ps
'
(b)
Figure 59: Total numbers of SNPs called within each animal over the entire
KIR complex (a) and proportional representation of the total numbers of SNPs
within the intergenic (black, bottom), intron (red, middle) and exon (green ,top)
sequences (b).
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shorter branch lengths, which is a result of fewer SNPs differences and fewer SNPs
within these animals. The A14/A18 are different to the A14/A31 because the A14
haplotype originate from different sources each with divergent KIR haplotypes
associated. Analysis of the shared SNPs over the haplotype between the different
animals has revealed linkage based on MHC haplotype, as well as variable levels
of diversity which may be a result of the breeding programs used to generate
the MHC herd. The positions of these SNPs within the KIR complex will reveal
areas high diversity which may be an indication of selection pressures influencing
KIR evolution.
6.3.10 Total SNP positions reveals a gradient of SNP frequency over
the KIR complex
SNPs were called over the KIR complex for each of the HF animals sequenced.
The number of positions over the LILR region at the 5′ of the KIR is significantly
higher than the rest of the complex, Figure 61. This is likely a result of the several
LILR sequences aligning to just the three LILR loci in the reference sequence.
Therefore, multiple genes are aligned to the wrong position causing the level of
polymorphisms to be artificially high within the LILR complex. The dairy cattle
sequenced here appear to have a higher frequency of SNPs within and around
the KIR genes at the 3′ of the complex. There appears to be a trend to the 5′ of
the KIR complex which, with the exception of 3DXL6, has fewer SNPs, Figure
61. This supports the hypotheses postulated in chapter 2 which states that
the 5′ blocks have evolved more recently and thus have fewer polymorphisms.
The notable exceptions are 3DXL6 and 2DL1, which both appear to have a
significantly higher number of SNPs in and around their gene sequence.
6.3.11 BotaKIR3DXL3 contains the largest number of polymorphisms
The total number of SNPs within the functional genes collated for all of animals
shows that BotaKIR3DXL3 contains the largest number of polymorphic positions
within the coding sequence, Figure 62. BotaKIR3DXL1 has the lowest quantity
of SNP positions, indicating a potentially conserved function for this gene. There
are more non-synonymous than synonymous SNPs indicating greater changes
in protein sequence and potentially receptor function as a result of nucleotide
changes.
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Figure 62: Stacked bar chart showing the synonymous and non-synonymous
SNPs within each functional KIR gene coding sequence.
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6.3.12 Polymorphisms are focused within the Ig domains and the
transmembrane domain of 3DXS1
The majority of collated SNPs from all of the animals are focused within the Ig
domains of the functional KIR genes, Figure 63. This is likely to be the result of
ligand mediated selection pressures influencing the evolution of the domains that
interact with MHC class I. The other non-Ig domains have relatively low levels
of polymorphisms with the exception of the stem and transmembrane domains
of BotaKIR3DXS1. This is the only predicted functional KIR gene within the
complex and may be an indication of attenuation of the activating function within
this gene. The functional arginine residue (residue 332) within transmembrane
domain of 3DXS1 has a non-synonymous change to glutamine within both the
KU and Sahiwal SW3 animals, Supplementary Table S10. Furthermore, two
more arginine residues (339 and 346) within 3DXS1 transmembrane domain have
undergone residue changes to serine and glutamine respectively. This may impact
the ability of the receptor to recruit the adapter molecule and activate the NK
cell. Therefore, alongside the polymorphisms within the Ig domains, this may be
evidence of the attenuation of the 3DXS1 receptors ability to recognise ligand,
signal and activate the NK cell. It is now hypothesised that as certain genotypes
do not contain the 3DXS1 gene, this gene is being actively attenuated and deleted
because it has served its function.
6.3.13 Non-synonymous SNP numbers within the functional KIR
genes indicates locus specific modulation of different Ig do-
mains
The exon with the highest number of SNPs is 2DL1 Ig 2, which is dominated by
SNPs from HF652, HF159 and HF505183, Figure 64, and KU and the Sahiwals
Figure 66. The other domains with high number of SNPs include 3DXL6 Ig2,
3DXL5 Ig 1, 3DXL2 Ig 0 and 3DXL3 Ig 1. Interestingly there is no trend for
SNPs within a particular exon for all of the KIR. Instead each KIR has a majority
of SNPs within either the Ig domain 0, 1 or 2. This is true for both the MHC
herd animals, Figures 64 and 65, and the non-MHC herd animals, Figures 66
and 67. A majority of SNPs are from the same animals; HF652, HF982, HF159,
HF505204 and HF505183 within the MHC herd, Figures 64 and 65, and KU and
Sahiwals in the non-MHC herd animals, Figures 66 and 67.
SNPs within the KU and Sahiwals are expected because of their relatively dis-
tant (geographically and evolutionary) relationships to HF cattle. However, this
level of polymorphisms within HF cattle is notable, suggesting a lot of functional
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variation within the KIR of the dairy breed. There is a notable lack of diversity
within the 3DXL1 and 3DXS1 genes with the majority of SNPs for the latter
coming from five animals. Nonetheless the majority of non-synonymous SNPs
in 3DXS1 are within the D1, this could indicate a region of sequence divergence
away from sharing identity with 3DXL1. A higher resolution analysis by phas-
ing the SNPs and determining full sequence alleles is required before conclusions
can be drawn from this dataset. Although care has been taken to avoid am-
biguously mapped sequencing fragments, the data cannot be fully trusted until
confirmed further. The SNP data collated here will enable primer and probe de-
sign for genotyping strategies that would have otherwise failed due to the highly
polymorhpic sequences.
6.3.14 The KU and Sahiwal SW2 have a predicted functional 3DXL6
allele
There is a homozygous cytosine insertion at gene position 3984 of BotaKIR3DXL6
in the KU and Sahiwal SW2 genomes, Table 22. This insertion reverses the ref-
erence sequence frame-shift mutation that causes a premature stop codon within
the gene. It is therefore believed that the KU and SW2 cattle contain a func-
tional copy of BotaKIR3DXL6. There is an alternative insertion of a thymine
at position 9834 which is heterozygous within HF505183, HF204375, HF505204,
HF705206, HF982 and homozygous within HF159. This insertion may also pro-
duce a functioning BotaKIR3DXL6, however, further deletions downstream of
this insertion within all of these HF cattle may counteract this effect. There-
fore, it is believed that only the KU and SW2 have functioning BotaKIR3DXL6
alleles.
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6.4 Discussion
Within this chapter the KIR complex sequences for fifteen animals within the
MHC-herd at Compton and a further nine individual cattle have been enriched
and sequenced using a bespoke process never used before in ruminants. Of the
nine different animals, two are from the Chillingham herd in Northumbria includ-
ing one bull (Chillingham 250) and a heiffer (Chillingham 3), four Bos indicus
cattle including two Nelore and two Sahiwal cattle, although one of the Nellore
(NE43) sequencing was unsuccessful, and two bulls from the British Friesian
breeding stock which will account for a high proportion of the dairy herds in
the UK. A duplicate sample was used from a HF cattle for error rate detection,
which was determined to be approximately 8.94% of SNPs called. The sequences
of KIR exons generated here has enabled sequence variant calling, a powerful
indicator of functional variation between receptors and will enable future studies
to characterise the KIR functions.
6.4.1 Limitations of the capture experiment
There are a number of limitations with the approach taken in this study. Firstly
the missed SNP rate is very high. At 8.94%, one in eleven SNPs could be missed
by the process. Therefore, the results within this chapter need to be confirmed by
further targeted sequencing before they can be properly considered SNPs. How-
ever, the distribution of missed SNPs appears to be even over the KIR complex
and are not associated with any KIR or group.
A further limitation with this approach is the bias towards only the KIR
previously described. The probes have been designed against the KIR complex
sequenced in chapter 2 and is therefore less likely to be capable of picking up
novel KIR genes. The probes are designed with a specificity of approximately
80% and therefore should be capable of extracting KIR sequences with a sequence
similarity of 80% and higher.
If the probes have picked up novel KIR sequences, it is unlikely the bioin-
formatic pipeline employed here would be capable of detecting that they were
novel. The raw sequencing reads are aligned to the KIR complex reference se-
quence and therefore variation as a result of a novel gene would be detected as
an allelic variation.
So far it has not been possible to link the SNPs and predict allele sequences.
This may be possible by haplotype phasing however the reduced read coverage
over certain repetitive regions or regions with low probe density have prevented
this approach. Linking SNPs locally within exons is achievable and will be a focus
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in the future. This, alongside hereditary information will enable SNP linking and
full length allele sequences to be established.
6.4.2 SNPs focused within the Ig domains suggests ligand mediated
selection pressures
The majority of non-synonymous SNPs identified were within the Ig domain se-
quences of the KIR. As these receptor domains interact with ligand it is likely
that the SNPs are the result of ligand mediated selection pressures. These might
include variations within the MHC ligands or the pathogen peptides they express.
The extent of the polymorphisms shown in the Ig domains of the KIR genes sug-
gests that the HF breed, despite intensive inbreeding, has maintained diversity.
This may have been the effect of a large founding group of individuals used to
breed the HF, or it is the result of rapid diversification within the breed. To
understand whether these SNPs have evolved within the HF breed, other breeds
would have to be sequenced to determine if they are breed specific.
6.4.3 No preference for Ig domain SNPs
Across the cattle studied in this chapter each KIR appears to have diversified the
Ig domains by the introduction of non-synonymous mutations. However, there
is no trend to a single Ig domain over all the KIR. Instead each KIR appears to
have diversified an Ig domain independently to the other genes within the group.
This could suggest that each gene within groups I and IV recognise a different
ligand. Polymorphisms within specific Ig domains may improve the stability of
interactions between the receptor and ligand depending on the combinations of
KIR and MHC. Therefore the SNPs focused within specific Ig domains might be
in response to complementary changes within the MHC molecule. However, the
interaction between KIR and MHC in cattle has not been proven. The work of
this project has been to enable these interactions to be interrogated with greater
confidence.
6.4.4 Further variation within the KIR complex
It was discovered in chapter 5 that the KU KIR complex was truncated with
the removal of four null-alleles. The results in this chapter have confirmed this
discovery and have also detected a single nucleotide insertion within the D2 exon
sequence of BotaKIR3DXL6 in the KU and one of the Sahiwal genomes. This
insertion is predicted to change the gene from a null-allele to a functional copy.
Therefore, the KU, despite containing fewer KIR than the HF, encodes an extra
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functional inhibitory KIR. It is predicted that the KU and Sahiwal diverged from
the rest of Bos taurus before the inactivation of BotaKIR3DXL6. Therefore this
gene may have never become a null-allele within the KU and Sahiwal. There
could be a functional reason why this gene has been maintained as a functional
copy in the Kuchinoshima such as an MHC ligand that remains in this population
but not the HF.
6.4.5 Conclusions from determining polymorphisms within cattleKIR
The work in this chapter has shown that the cattle KIR sequences are highly
variable within the Ig domains, containing many polymorphisms that may affect
receptor binding to ligand. It has confirmed that the KIR complex has remained
unchanged within the HF breed and has confirmed that the Kuchinoshima-Ushi
has a truncated complex. The data from this project will provide a resource for
further studies to begin to interrogate the function of the KIR. This data can
now be used for genotyping cattle by designing primers and probes within the
conserved regions where no or few SNPs and indels have been discovered. The ef-
fects of these SNPs could be analysed in a reverse genetics approach interrogating
KIR and MHC restriction and binding.
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7.1 Summary of findings
The aim of this project was to determine the genetic mechanisms responsible for
generating diversity within the cattle NK cell receptor repertoire, the focus was
on the KIR genes as the most expanded of the NK cell receptor families in cattle.
This required fully sequencing a cattle KIR haplotype sequence to determine how
KIR evolved and the level of sequence diversity within the species. Previously,
several KIR cDNA sequences had been identified but the extent of the of their
expansion was unknown as a full haplotype had not been sequenced. The extent
of sequence polymorphism within cattle KIR genes had not been studied due to
the uncertainty of how many KIR genes are in the haplotype. Furthermore the
KIR gene sequences in related species had not been investigated, therefore the
extent to which cattle shared KIR genes with related species was unknown.
In this project, a HF cattle KIR haplotype has been sequenced and assem-
bled, these KIR genes have been identified within an ancient cattle genome, a
sheep KIR haplotype has been sequenced and assembled for comparison with
cattle, polymorphisms and gene presence absence has been determined in multi-
ple related breeds and species to HF cattle. This work has revealed the genetic
mechanisms involved in shaping the cattle KIR gene repertoire and has provided
a platform for future investigation into the receptor functions.
7.1.1 Cattle KIR have expanded through block duplication
The first cattle KIR haplotype has been fully sequenced and assembled reveal-
ing a gene dense and repetitive immune complex. The cattle KIR genes have
expanded within the haplotype through block duplication resulting in groups of
genes sharing highly similar sequence identities. Cattle KIR have evolved from
at least two ancestral mammalian genes that have independently expanded in
the ruminant and primate genomes. Contrary to previous understanding, cattle
have expanded KIR from both the X and L-lineages, however, only one L-lineage
KIR, BotaKIR2DL1, is predicted to encode a functional receptor. The resulting
expanded cattle KIR haplotype is dominated by predicted functional inhibitory
genes and predicted non-functional activating genes. These inhibitory receptors
are predicted to enable the NK cells to recognise multiple different MHC class
I ligands. This suggests the KIR in cattle robustly enable NK cell education,
generating licensed NK cells capable of killing MHC class I suppressed host cells.
It is therefore predicted that KIR expressed by cattle NK cells play an impor-
tant role in the ability of the innate immune system to detect and kill virally
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infected host cells. This is due to the NK cells ability to recognise host cells with
virally down-regulated MHC class I genes and with licensing to kill the cells.
The non-functional activating receptors are predicted to have evolved as a result
of selection pressures from virally derived MHC decoy proteins. This selection
pressure must have subsided for the activating genes to become non-functional
through the introduction of premature terminating stop codons. The paired re-
ceptor genes KIR3DXL1 and BotaKIR3DXS1 are predicted to be the result of
this selection pressure currently acting upon the haplotype. However, further
investigation is required into the function of these receptors.
The reasons for specifically expanding NK cell receptor gene families is un-
known, as cattle also encode a functional KLRA1 gene, the question remains
why have cattle evolved to use diverse KIR receptors instead of the KLRA?
Additionally cattle may have expanded CD94/NKG2A receptors [10], providing
further complexity of cattle NK receptor gene evolution. Furthermore why some
species, such as dogs, seals and bats, have not expanded any NK cell receptor
gene families remains unknown. Therefore the triggers for expanding NK cell
receptor gene repertoires is uncertain.
7.1.2 Cattle KIR have evolved through natural selection
The aurochs genome contains the same KIR loci as the Holstein-Freisian (HF)
cattle KIR haplotype that has been sequenced and assembled. Novel KIR genes
and gene order could not be confirmed using the short reads sequenced from
the ancient aurochs genomic DNA. It has been possible to conclude that the
HF has not gained KIR since domestication began from the aurochs cattle ap-
proximately 10,000 years ago. Therefore, the cattle KIR haplotype has evolved
as a product of natural selection and not through the artificial selection of do-
mestication. It has been suggested that the structure of the complex had been
generated via centuries of domestication meaning the genes may not have evolved
entirely through natural selection. Domestication may have artificially selected
for production traits causing the propagation of sub-optimal KIR alleles within
the cattle genome. This is important for the relevance of the cattle KIR haplo-
type as a model for NK cell receptor gene expansion and its potential exploitation
for animal health.
The aurochs genome studied here was isolated from a bone discovered in
Derbyshire that has been radio carbon dated to be approximately 6,700 years old
[43]. Although cattle are believed to have been first domesticated approximately
10,000 years ago [69], this animal pre-dates the arrival of domesticated cattle
to the British isles along with the first humans to domesticate livestock. The
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last aurochs became extinct in 1627 [116], therefore domesticated cattle and
wild aurochs coexisted for many centuries. This may have led to interbreeding
between the two sub species as farmers sought to insert certain aurochs traits
to their herd. This admixture may have maintained the KIR haplotype gene
content within domesticated cattle suggesting the HF KIR complex has had a
relatively shorter evolutionary period under artificial selection than 6,700 years.
7.1.3 Sheep KIR reveal the evolution of 5 ancient gene families in
Bovidae
Sequencing the sheep KIR haplotype has revealed another gene dense immune
complex that has similar features but is not the same as the cattle KIR haplo-
type. The two species have both expanded KIR from the same five gene groups
suggesting a shared ancestral haplotype of at least three X-lineage and two L-
lineage KIR genes. It is also predicted that a single activating tail sequence was
inherited from the ancestral haplotype which has subsequently recombined sev-
eral times throughout the cattle and sheep KIR haplotypes. This is based on the
sequence identity and phylogenetic reconstruction of the KIR signalling domain
sequences between species, showing they are all very highly related with no diver-
gence between the species or KIR groups. The only common short tailed group
between the species is the group II KIR, therefore the activating domain may
have been inherited through this group. It is therefore predicted this activating
sequence was inherited from a two domain L-lineage gene, the ancestral gene of
BotaKIR2DS1/2/3 and OvarKIR2DS1/2/3. Cattle and sheep have inherited the
same KIR genes and expanded them independently to form two unique haplo-
types. Sheep have diversified a KIR group (group VI) that has remained a single
pseudogene in cattle whereas cattle have expanded a group (group 0) into three
groups (groups I,III and V) that have remained as two genes in sheep (group
VII). However, both cattle and sheep have expanded the group IV genes suggest-
ing species specic roles for the other X-lineage KIR and a shared Bovidae specific
role pivoting around the group IV KIR.
To understand the roles of the group IV KIR within both species, the ligands
will need to be determined. Due to the sequence similarity of the ligand binding
Ig domains, it is hypothesised that the group IV KIR in cattle and sheep recognise
a similar ligand, potentially an orthologous MHC class I gene shared between the
two species.
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7.1.4 The cattle KIR complex gene content is predicted to be the
same within the Bos species
Whole genome raw sequence analysis of the KIR complex has revealed that the
Bos species, including zebu cattle (Bos indicus) and the Yak (Bos gruniens) as
well as two other taurine breeds, have the same KIR as the HF. Analysis of the
more divergent water buffalo species (Bubalus bubalis), which shared a last com-
mon ancestor cattle approximately 17 mya [65], revealed a potentially different
KIR haplotype structure, however this haplotype cannot be characterised using
the short read dataset as de novo assembly is impossible. This indicated the
KIR haplotype is more divergent outside of the Bos species and that genotyp-
ing strategies should work between the different species within the Bos clade.
Therefore, the HF cattle KIR haplotype structure formed within the Bos clade
between 5.8 mya when Bos taurus and bos indicus shared a last common ances-
tor, and 17 mya when Bos and Bubalus shared a last common ancestor [65]. The
genome of the bison has not been interrogated yet and therefore it is unknown if
the haplotype formed within the larger bos and bison clade.
This WGSKIR alignment analysis also revealed the KU cattle has a truncated
KIR haplotype. Missing sequence at four null-allele positions, it is predicted this
animal and potentially the rest of the breed have deleted these four loci. There-
fore it has been proven within this study that there are variable KIR haplotypes
within cattle. The KU encodes a predicted functional BotaKIR3DXL6 allele that
is a null-allele within the HF and other genomes interrogated. Therefore, this
animal encodes a diverse and functionally variable KIR haplotype compared to
HF.
Furthermore, analysis of the Nellore genome suggests a lack of sequence at the
BotaKIR3DXS1 locus, however details for this dataset are ambiguous. Therefore,
further investigation into this locus within the Nellore breed is required.
7.1.5 Non-synonymous SNP numbers within the functionalKIR genes
indicates locus specific modulation of different Ig domains
The KIR coding sequences are very polymorphic between individuals of the same
breed. The SNPs are concentrated mainly within the D0, D1 and D2 domains.
Therefore it is predicted that the cattle KIR have co-evolved with their ligands
resulting in variable extracellular domains. Interestingly polymorphisms are fo-
cused within different Ig domains for each KIR gene, meaning there has been
no specific modulation of a particular domain within all of the cattle KIR. It is
hypothesised that each KIR gene is undergoing locus specific modulation based
September 17, 2014 Nicholas D Sanderson 203
Discussion 7.1 Summary of findings
on the ligand which it recognised. This could be a result of divergence in ligand
specificity from the other genes within the group or an impact from the different
mechanisms by which the receptors bind ligand.
7.1.6 Attenuation of BotaKIR3DXS1 suggests a transient gene cur-
rently undergoing negative selection
The single predicted functional activating gene, BotaKIR3DXS1, within the cat-
tle KIR complex is predicted to be a paired receptor with the inhibitory Bo-
taKIR3DXL1. These two genes contain highly similar sequence within the Ig
domains and the receptors are predicted to recognise, or have recognised, the
same ligand. Therefore, it is predicted that BotaKIR3DXS1 evolved as a re-
sult of gene recombination between BotaKIR3DL1 and an activating gene, and
it recognised a virally encoded decoy protein that subverted BotaKIR3XL1 ex-
pressing cattle NK cells. Therefore it is predicted that BotaKIR3DXS1 provided
a functional role recognising the decoy protein and activating NK cells to kill
virally infected cells.
Through sequencing of the entire KIR complex of 24 different cattle, its has
been shown that there is gene presence absence variation as well as considerable
polymorphic variation of the BotaKIR3DXS1 locus. The gene presence absence
variation, as seen in HF159 and the Sahiwal cattle, may be the result of sequenc-
ing a haplotype that never contained the gene, it may pre date the evolution
of BotaKIR3DXS1 which could have evolved within a separate haplotype not
found within these animals. Alternatively this haplotype may have deleted Bo-
taKIR3DXS1 as it is no longer useful due to the subsidence of the potential
pathogen selection pressures. Relative to BotaKIR3DXL1, BotaKIR3DXS1 con-
tains a high level polymorphic variation specifically within the D1 Ig domain.
This may have reduced the BotaKIR3DXS1 receptor specificity for ligand there-
fore reducing its ability to activate NK cells. Furthermore the receptor is under-
going attenuation within the signalling domain with the active arginine residue
changed to a glutamine within the KU and Sahiwal animals. This is another
mechanism by which BotaKIR3DXS1 will be unable to activate cattle NK cells.
As it is predicted that the BotaKIR3DXS1 activating tail evolved before Bo-
taKIR3DXS1, the alteration of arginine to glutamine has most likely occurred as
BotaKIR3DXS1 has been functional. Therefore it is hypothesised that the Bo-
taKIR3DXS1 gene is being negatively selected because it is no longer required
for recognising viral decoy proteins and is potentially a detriment to the host by
generating autoreactive NK cells that recognise and kill host cells expressing the
same ligand that BotaKIR3DXL1 binds.
September 17, 2014 Nicholas D Sanderson 204
Discussion 7.2 Future work
7.1.7 Conclusions
In response to the aim of the title of this thesis, “determine the genetic mech-
anisms responsible for generating diversity within the cattle NK cell receptor
repertoire”, there are two mechanisms defined here.
Firstly, the cattle KIR gene complex has expanded via block duplication,
predicted to be a result of non-allelic homologous recombination during meiosis.
The cattle KIR genes have duplicated from at least five ancestral KIR shared
with sheep to 18 discrete loci, each locus encoding unique sequence. Therefore,
the first mechanism for generating diversity determined here has been genomic
recombination generating duplicated genes.
Secondly, each cattle KIR sequence has subsequently undergone base substi-
tutions differentiating it from the other loci after duplication. This has resulted
in diversity between the duplicated genes but has also generated alleles multiple
at each KIR locus. Therefore, the second mechanism for generating diversity
determined here has been nucleotide substitutions generating polymorphic KIR
sequence.
Finally there may be further mechanisms that have not been determined
here but have been eluded to or hypothesised from the results obtained. The
gene dense KIR complex may enable the utilisation of null-allele intact exon
sequences for the generation of composite mRNA sequences from multiple KIR
loci. Furthermore, splice variants may alter the receptor structures expressed. To
determine if either of these are possible, further sequencing of NK cell transcripts
is required, either through targeted sequencing of NK cell cDNA or on a larger
scale such as RNA-seq or exome capture of NK cell receptor gene mRNA.
7.2 Future work
The results from the work in this project will enable the future study of KIR
receptors within the cattle immune system. A number of prominent questions
are now being asked of the KIR receptors that should be addressed next.
7.2.1 Determine the ligands for cattle KIR
The ligands for the cattle KIR are unknown and it is predicted that, like pri-
mates, the cattle MHC class I and viral class I-like molecules are recognised
by cattle KIR. Sequencing of the KIR haplotype has provided the full length
gene sequences required for determining the functions of the receptors. This will
enable KIR proteins to be artificially expressed and characterised. Fusion pro-
teins of KIR Ig domains linked to the Fc receptor of IgG can be used to detect
September 17, 2014 Nicholas D Sanderson 205
Discussion 7.2 Future work
KIR binding to specific MHC class I transfected target cells. Therefore, differ-
ing combinations of each cattle MHC class I and KIR gene can be expressed to
determine the receptor-ligand combinations that interact. This approach would
also allow for KIR null-alleles to be “corrected” and expressed so that the ligands
of inactivated genes can be determined.
As described in the introduction, the cattle classical class I haplotype is gene
variable with a total of six different genes, Figure 6. Therefore, not all cattle
MHC haplotypes will contain a single consistent MHC class I molecule. This
could have driven cattle KIR expansion as more receptors are needed to ensure
NK education via diverse host ligands. The single MHC class I gene containing
haplotypes such as A18 or H2 [44] contain only a single copy of gene 5 or 6
respectively. Homozygous cattle for these haplotypes will have only a single
classical MHC class I molecule expressed. If there is no KIR receptor specific for
this molecule, it is predicted fewer licensed NK cells will exist. Therefore, it is
predicted at least one KIR receptor is specific for MHC class I gene 5 or 6.
Conversely, animals heterozygous for haplotypes 08 and 13, such as a Boran
Holstein-Friesian cross [44], have the potential to encode five different MHC class
I molecules on two different haplotypes. Fewer different NK cell receptors would
be required to generate licensed NK cells as more ligands would be available.
To determine if host MHC genotypes affects NK cell KIR acquisition in cattle,
NK cells will need to be phenotyped for receptors expressed on the cell surface.
However, this requires the production of antibodies specific to each KIR receptor,
something that has been difficult in all species. Currently there is a single cattle
KIR antibody, for BotaKIR2DL1, however the sequences produced in this project
may enable further antibodies to be raised. Alternatively, KIR transcription
levels can be measured using qPCR of NK cell mRNA to give an indication of
KIR expression on the cell surface. This work is currently being conducted within
the Immunogenetics group at the Pirbright institute and has been made possible
by the sequencing of the cattle KIR haplotype.
7.2.2 Previous role of null-allele activating receptor genes
Cattle have seen an expansion of activating KIR receptor genes with a subsequent
inactivation of all but one of the genes. This has resulted in seven KIR loci
that encode inactivated activating receptor genes. A possible cause of this has
been the rise of viral decoy proteins that triggered the evolution of activating
KIR to detect virally infected cells. Therefore, it is hypothesised that the cattle
KIR haplotype activating KIR receptors have evolved from viral decoy protein
selection pressures.
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In humans, primates, bats and rodents, betaherpesviruses are the genus of
viruses that regularly encode MHC decoy proteins to subvert the host immune
system. These include MsHV in bats [150], HCMV in humans [144], CCMV
in chimpanzees [37], MCMV in mice [4], RCMV in rats [140] and GPCMV in
guinea pigs [120]. However, there are no betaherpesviruses known to infect live-
stock [112]. The known bovine herpes viruses (BHV) are either alpha (BHV-1,
BHV-2, BHV-5), or gamma (BHV-4) herpesviruses, which are not known for de-
coy protein production. However, rodent herpesvirus Peru (RHVP), a gamma-
herpesvirus, encodes an MHC class 1 homologue proteins [86], furthermore RHVP
also encodes a chemokine decoy [88]. Therefore, there is precedent for something
similar to be present in the cattle gammaherpesvirus BHV-4 [108]. BHV-1 an
alphaherpesvirus has been shown to suppress cattle MHC class I [54], however
there is no evidence of a decoy protein within its genome.
There is no evidence for decoy proteins encoded by cattle herpesviruses, how-
ever there may be undiscovered cattle specific large DNA viruses in the wild that
posses this functionality. Alternatively, extinct cattle betaherpesviruses may have
encoded decoy proteins and subverted the cattle NK cells, therefore generating a
selection pressure upon the KIR haplotype to generate the activating receptors.
Future attempts to sequence ancient ruminant genomes could therefore also focus
on identifying novel viral genomes that may have encoded decoy MHC proteins.
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(a) 095G08 (b) 032G11
(c) 335H08 (d) 068F08
(e) 303D02
Figure S1: Histogram of read lengths for BAC clone 454 sequences
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Template Primer 1 name Primer 1 sequence Primer 2 name Primer 2 sequence
303D2 303D2_9KR_+ ACATGGGCTCAGTTTTGCAC 303D2_VX3_- AGAAGACTCAGGCCCATCAC
303D2 303D2_B04_+ CCTCCTCCAACAGCCATTTTG 303D2_9KR_- AAGGACTGATGCTGAGGCTG
303D2 303D2_LRG_S ACTGCTGGGCATACACACTG 303D2_20Kb_AS TCTGGGTTCACAATGCAGGG
303D2 303D2_WV8_+ GCCAAGGCTTTACATCCAATG 303D2_B04_- AGAACCCATTCTCAAGGCCG
303D2 303D3_UXS_CJ_S TCCTAAGTATTTTATTCTTTCCGTTGC 303D4_UXS_CJ_AS TGTTAAGGTGGACACAGCCC
4222 303D2_UXS_DBJ_S CTGTTGGTGGGAATGCAAGC 95G8_H8_DBJ_AS GAAATCCACCTTGCTGTGCG
68F4 303D2_UXS_DBJ_S CTGTTGGTGGGAATGCAAGC 95G8_H8_DBJ_AS GAAATCCACCTTGCTGTGCG
303D2 303D2_UXS_DBJ_S CTGTTGGTGGGAATGCAAGC 95G8_H8_DBJ_AS GAAATCCACCTTGCTGTGCG
32G11 303D2_UXS_DBJ_S CTGTTGGTGGGAATGCAAGC 95G8_H8_DBJ_AS GAAATCCACCTTGCTGTGCG
95G8 MID3RV-1 AGGTATAACACTTTCCCATTCCT MID34Q+1 GGCCTCATAAAAGATTTCAG
95G8 MID3RV-2 ACAGCTTCGAGAACAAAGG MID34Q+2 CACTTTCTCTCTCCCTTATCC
95G8 MID3RV-2 ACAGCTTCGAGAACAAAGG MID34Q+1 GGCCTCATAAAAGATTTCAG
95G8 MID3RV-1 AGGTATAACACTTTCCCATTCCT MID34Q+2 CACTTTCTCTCTCCCTTATCC
95G8 Mid3 IB + GAACCTGATGGTCCAGAG Mid3 6G - CTTGGTAATGGTTGCTG
95G8 MID3IntDipS3 CTGGTTTTGCCATACATTAAC MID3IntDipAS4 CCCAAATTGAAAGAGACAC
95G8 MID3IntDipS3 CTGGTTTTGCCATACATTAAC MID3IntDipAS3 CCTGTGGTCTCCTCATCTG
95G8 MID3IntDipS4 CTCTGTATAATCGGCTCCAG MID3IntDipAS3 CCTGTGGTCTCCTCATCTG
95G8 Mid3 p3 - CCTCCACCAAGTTCCTG Mid3 7X + GGGCAGGGAGAGGACTG
95G8 + 335H8 MID37_AP1__pls_1 TTTGTCAGTTGCTTCATTTG MID37_AP1__mns_1 ATAAATCTGGTCTCCCCTTG
335H8 MID7_X4C_S5 AAGAATCACCAGTCCAAGG MID7_X4C_AS6 GATCAGCACATCTGGTTG
335H8 MID7_X4C_S6 AACCCTGTATGTGAGACAGC MID7_X4C_AS5 GATGTTGTTAATTCCTGTTATAC
95G8 + 335H8 MID37_OXP__mns_1 AAGTATTTTATTCTTTTCGTTGC MID37_AP1__pls_2 AAAGGAAGAAATGAAGAAACC
95G8 + 335H8 MID37_OXP__mns_2 TTCTCCATCCATTAGTGTCC MID37_AP1__pls_1 TTTGTCAGTTGCTTCATTTG
335H8 MID7_6NY_pls_1 GGCTCAGTGGTAAAGAACCTG MID7_S13_mns_2 TGGAACCCTATTCTTTTTATG
335H8 MID7_X4C_S6 AACCCTGTATGTGAGACAGC MID7_X4C_AS6 GATCAGCACATCTGGTTG
335H8 MID7_X4C_S3 ATCATGTAGGAAACGAGTTG MID7_X4C_AS4 ATAGAACATGGGTTTACCTG
335H8 MID7_X4C_S4 GGATTCATTTTGATGTTTGG MID7_X4C_AS4 ATAGAACATGGGTTTACCTG
335H8 MID7_X4C_S4 GGATTCATTTTGATGTTTGG MID7_X4C_AS3 GGGTGTATTTCTGCTGTGTAG
335H8 MID7_X4C_S3 ATCATGTAGGAAACGAGTTG MID7_X4C_AS3 GGGTGTATTTCTGCTGTGTAG
95G8 Mid3 M3 + GGGGACAGGGAAAATAAAG Mid3 7X - GAGGAGGGTTCGGGATG
95G8 + 335H8 MID37_8T7__S2 TGATCCATGTTGATGTATGG MID37_8T7__AS2 TGTCAAGGAACAGAGTGATG
95G8 + 335H8 MID37_8T7__S1 GTGCTCCACAACAAGAGAAG MID37_8T7__AS2 TGTCAAGGAACAGAGTGATG
95G8 + 335H8 MID37_OXP__mns_4 ACAAGCAACTCCTACAGCTC MID37_AP1__mns_1 ATAAATCTGGTCTCCCCTTG
335H8 Mid7AP1+ CTCTGTGGAGCTTGATTTTC Mid7XDQ+ TTAACACGTCCTTCTGCAC
335H8 MID7_9CHJ_S1 ACCCAGAGGGATGGTATG MID7_9CHJ_AS2 TTTCAAGAGAATGGCACATC
335H8 Mid7AP1+ CTCTGTGGAGCTTGATTTTC Mid7Y19+ TATCAACATGAATCCACCAC
335H8 MID7_X4C_S1 TTATTTGGAGAAGGAAATGG MID7_X4C_AS2 TTATGGACTCTGTGGGAGAG
95G8 + 335H8 MID37_8T7__S2 TGATCCATGTTGATGTATGG MID37_8T7__AS1 CGTCTTATCTGAGGTAGATGG
95G8 + 335H8 MID37_8T7__S1 GTGCTCCACAACAAGAGAAG MID37_8T7__AS1 CGTCTTATCTGAGGTAGATGG
335H8 MID7_X4C_S1 TTATTTGGAGAAGGAAATGG MID7_X4C_AS1 GCATGATACTGGATGCTTG
95G8 + 335H8 MID37_8T7__pls_2 AAGCCAGAAAGAAAAACACC MID37_AP1__mns_1 ATAAATCTGGTCTCCCCTTG
95G8 + 335H8 MID37_8T7__pls_2 AAGCCAGAAAGAAAAACACC MID37_AP1__mns_2 GACAGGAAAGAACCTCAGTAAG
95G8 + 335H8 MID37_8T7__pls_1 CAGCAAAAGAGACACTGATG MID37_AP1__mns_1 ATAAATCTGGTCTCCCCTTG
95G8 + 335H8 MID37_8T7__pls_1 CAGCAAAAGAGACACTGATG MID37_AP1__mns_2 GACAGGAAAGAACCTCAGTAAG
335H8 Mid7Y19+ TATCAACATGAATCCACCAC Mid7XDQ+ TTAACACGTCCTTCTGCAC
335H8 MID7_X4C_S5 AAGAATCACCAGTCCAAGG MID7_X4C_AS5 GATGTTGTTAATTCCTGTTATAC
95G8 + 335H8 MID37_OXP__mns_2 TTCTCCATCCATTAGTGTCC MID37_AP1__pls_2 AAAGGAAGAAATGAAGAAACC
335H8 MID7_X4C_mns_2 ATAATTCTTGGCCTCCACTC MID7_S13_pls_2 AATGGAGTAAGAGTACAGTCACC
335H8 MID7_X4C_mns_2 ATAATTCTTGGCCTCCACTC MID7_S13_mns_1 ATCCTCACTGTGGTGCTG
335H8 Mid7D9V- CTTCCTTCTTCTGCATGTTC Mid7XDQ+ TTAACACGTCCTTCTGCAC
335H8 Mid7AP1- ACAGCAAATTGATTCAGCTC Mid7Y19+ TATCAACATGAATCCACCAC
335H8 MID7_6NY_pls_1 GGCTCAGTGGTAAAGAACCTG MID7_S13_mns_1 ATCCTCACTGTGGTGCTG
335H8 MID7_6NY_pls_1 GGCTCAGTGGTAAAGAACCTG MID7_9CHJ_mns_1 TCAGTTGTGTCCGACTCTG
335H8 MID7_6NY_pls_2 GTGGGGAGTAATGTTTTCAC MID7_9CHJ_mns_1 TCAGTTGTGTCCGACTCTG
335H8 MID7_6NY_pls_2 GTGGGGAGTAATGTTTTCAC MID7_9CHJ_mns_2 TATAGCCCACCAGACTCCTC
95G8 + 335H8 MID37_OXP__mns_3 GAGAAATGCAAATCAAAAGC MID37_VMA__pls_1 AACTCATTGGAAAAGACTCTG
95G8 + 335H8 MID37_OXP__mns_3 GAGAAATGCAAATCAAAAGC MID37_VMA__pls_2 GACAACAGAGGATGAGATGG
95G8 + 335H8 MID37_OXP__mns_3 GAGAAATGCAAATCAAAAGC MID37_VMA__mns_2 AATGGACAGAGGAGTCTGG
95G8 + 335H8 MID37_OXP__mns_4 ACAAGCAACTCCTACAGCTC MID37_AP1__pls_1 TTTGTCAGTTGCTTCATTTG
95G8 + 335H8 MID37_OXP__mns_4 ACAAGCAACTCCTACAGCTC MID37_AP1__pls_2 AAAGGAAGAAATGAAGAAACC
335H8 MID7_6NY_S1 ATGTGCTGGGATGTTAATTG MID7_6NY_AS1 CAGCAAAAGAGACACTGATG
335H8 MID7_6NY_S2 GCATCTGAGTGTATCTGTGG MID7_6NY_AS1 CAGCAAAAGAGACACTGATG
95G8 + 335H8 MID37_8T7__pls_2 AAGCCAGAAAGAAAAACACC MID37_VMA__mns_1 AGTGACTAAACCACCACCAC
95G8 + 335H8 MID37_8T7__pls_2 AAGCCAGAAAGAAAAACACC MID37_VMA__mns_2 AATGGACAGAGGAGTCTGG
Table S1: Table of PCR primers for BAC assembly finishing
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9.1.1 Python scripts
Here are details of python scripts written to perform various analyses during this
chapter. All scripts have been written by me using guidance from online resources
such as biostars, seqanswers, stackoverflow, pythondocs plus the various package
documentations such as BioPython, SeqIO and matplotlib. I have largely taught
myself python coding so there is inevitably some bad habits and better ways to
solve these problems, however the scripts work and have enabled analyses that
otherwise would have been too laborious or unrepeatable. All of the source code
has been uploaded to my GitHub site under the thesis scripts folder, found here:
https://github.com/nick297/thesis_scripts.
9.1.2 Sliding window analysis script
This script generates sliding window chart of sequence identity from an aligned
fasta sequence file. The scripts requires modules from the BioPython and Mat-
plotlib packages as well a working X server window session. To show annotations
this script requires an annotation file, the format for this file was quickly written
by me in order to get this script and others working. It takes the common bed
format and continues it further, the format is split into tab-delimeted columns
with following fields and data types in parenthesis.
Chromosome(string)
gene_start(integer)
gene_stop (integer)
gene_exon_name (string)
Codon_start(0/1/2)
Strand(+/-)
exon_start(integer)
exon_stop (integer)
Other annotation formats could be preferable but I have not coded for them yet.
The script can be located at https://github.com/nick297/thesis_scripts/
blob/master/NS_fasta_identy_compare0.1.5.ABC.py. To use the script run:
Usage:
1 python NS_fasta_identy_compare0.1.5.ABC.py alignment.fasta 0
500 annotation.bed
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Where alignment.fasta is the aligned sequences, 0 is the sequence within the file
to use as the reference (list starts at zero, 0 would be the first sequence, 1 would
be the second etc...), 500 is the sliding window size in base pairs, annotation.bed
is the annotation file using the format I specified above.
9.1.3 Determining the effects of the Varscan2 SNP caller output
The SNP caller Varscan2 outputs the positions and changes of variable positions
from an mpileup output of a sorted SAM file. To determine the effects of these
SNPs on the residue sequence of the KIR genes I wrote this script. There are
other options such as SNPeff [31] which have since been published and may be
more robust and have more features. However at the time of conducting this
analysis SNPeff was not available and I wanted a quick reliable way to determine
the effects of the SNPs I found in the CKHs.
The script requires the same formatted bed file as described above plus a
SNP file in Varscan format and the reference sequence. It outputs the original
SNP file along with further fields amended to the end of the lines in tab delimited
format including the residue changes, S/NS and the exon that the SNP is found
in.
Usage:
1 python NS_SNP_coder_hap1.3.py reference.fasta bedfile.bed
snp_file.tab
9.1.4 Raw fastq stats and read length histograms
I wrote this python script to quickly assess the read length distributions of se-
quenced BAC clones using the 454 platform. Since writing this script other
programs such as FASTQC have become available that provide a more compre-
hensive overview of FASTQ details.
This script takes standard input so that files can be piped to it allowing
streamed uncompressed data from compressed sources reducing intermediate
files.
Usage:
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1 zcat file.fastq.gz | python NS_FQ_readlengths.py
9.1.5 Structural variation interrogation using paired end read infor-
mation
This file charts the reads with inferred paired end distances greater than the
threshold value. It effectively filters the bam file and creates a new one with the
name “.filtered_bam” then generates a read depth coverage chart of that file.
Usage:
1 python NS_chart_bam_filter_inserts.py file.bam threshold(int)
9.1.6 P-distance similarity matrix of predicted cDNA sequence
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2DL1*02
2DS1*01N 0.144
2DS2*01N 0.222 0.071
2DS3*01N 0.227 0.072 0.004
2DXP1*01 0.458 0.483 0.477 0.479
2DXP2*01 0.454 0.474 0.483 0.485 0.127
3DXL1*02 0.382 0.323 0.299 0.302 0.151 0.065
3DXL2*01 0.380 0.324 0.308 0.312 0.142 0.078 0.080
3DXL3*01 0.406 0.339 0.312 0.314 0.141 0.107 0.113 0.119
3DXL3*02 0.405 0.339 0.313 0.314 0.139 0.105 0.113 0.120 0.011
3DXL4*02 0.383 0.324 0.306 0.310 0.148 0.084 0.077 0.027 0.121 0.122
3DXL5*01 0.393 0.327 0.304 0.307 0.124 0.097 0.102 0.103 0.049 0.050 0.107
3DXL6*01 0.395 0.333 0.307 0.310 0.170 0.111 0.085 0.076 0.117 0.119 0.060 0.106
3DXL7*01 0.393 0.327 0.303 0.306 0.124 0.096 0.101 0.104 0.048 0.050 0.109 0.007 0.107
3DXS1*03 0.382 0.308 0.278 0.281 0.153 0.057 0.057 0.108 0.126 0.126 0.107 0.113 0.112 0.113
3DXS2*01N 0.350 0.312 0.315 0.318 0.161 0.097 0.107 0.104 0.133 0.135 0.105 0.124 0.113 0.124 0.085
3DXS3*01N 0.392 0.312 0.289 0.292 0.161 0.097 0.123 0.122 0.145 0.148 0.122 0.136 0.130 0.137 0.085 0.004
1DP1*01 0.279 0.085 0.072 0.072 NA NA 0.133 0.139 0.146 0.146 0.136 0.143 0.133 0.139 0.068 0.067 0.071
1DP2*01 0.401 0.078 0.122 0.124 NA NA 0.156 0.163 0.155 0.156 0.158 0.149 0.160 0.148 0.085 0.060 0.095 0.024
Table S2: Table of cDNA p-distances for each KIR aligned sequence
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9.2.1 Python scripts
9.2.2 Aurochs Illumina read extraction
To extract the reads that aligned to the KIR haplotype this script uses a file of a
list of names of each read that aligned within the BAM file and extracts it from
the bam file. A list of names can be produced using samtools view and awk.
Usage:
1 python NS_extract_reads_brokenNames2.py nameoffastqfile.fastq
nameofnamesfile.txt
9.2.3 Aurochs Illumina alignment filtration
This script opens a sam file and prints only the reads that aligned to the group
I KIR genes. It will filter out any reads that alternatley align to groups other
than group I. This file can be edited to do a similar task with the other KIR gene
groups.
Usage:
1 python NS_extract_group1_reads.py samfile.sam
9.2.4 Genome reference sequence KIR removal
This script contains the regions of the cattle chromosome sequences that were
cut for containing sequences determined after a blat search. All of the regions
cut are within the python script and commented out. To print a chromosome
without the KIR regions that line needs to be uncommented.
Usage:
1 python NS_print_fasta.py chrom.fasta > KIR_removed/chrom.fasta
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9.2.5 Simulated datasets
To generate simulated data this file was created which generates fragments from
a reference file using kmer and overlap sizes. The fragments can then be aligned
and read coverage breadth can be calculated.
Usage:
1 python NS_generate_reads_both_strands.py reference.fasta kmer(
int) overlap bases (int)
Read coverage breadths for each alignment method and each fragment size is
plotted using this next script.
Usage:
1 python NS_slope_chart.py stats.txt
9.2.6 Coverage depth
Coverage depth of an aligned file is first calculated using the bed tools package
and this command.
Command:
1 coverageBed −d −abam file.sorted.bam −b locations.bed >
coveragedepth.bed
The sliding window average of the read depth is calculated and visualised
using this next script.
Usage:
1 python NS_chart_KIR_DRX.py coveragedepth.bed
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9.2.7 High resolution loci defining position analysis
To calculate the level of concordance between the aligned sequences and the
reference sequence the next two scripts were written and used within a unix
pipe. The csv files contain the different positions between the loci and have been
generated using MEGA.
Usage:
1 python NS_redvar2.py csv/group3_3DXL33DXL5.csv pileup/buffalo/
buffalo_seq9.pileup reference(int) | python output/
NS_redvar_out_cons2.py threshold(float) referencesN(int)
For each animal this was repeated with all the different group gene combina-
tions and threshold levels using the commands_buff.sh and commands_do_range_buff.sh
bash shell scripts. The output from these files was graphically shown using the
next script.
Usage:
1 python NS_bar_stacked.py threshold_1.txt threshold_0.75.txt
threshold_0.5.txt threshold_0.25.txt out.pdf name
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9.3.1 PacBio vector screen
To perform the PacBio sequence assembly the smrtportal software needs to be
installed. This software needs to be sourced within the users path.
command:
1 source /opt/smrtanalysis/etc/setup.sh
Next align reads to vector sequence (pTARBAC1.3.fasta) using the blasr
prgram.
command:
1 blasr
m130723_093514_42149_c100529602550000001823089211101325_s1_p0
.bas.h5 pTARBAC1.3.fasta −bestn 1 −header > ecoli.align
The number of holes needs to be determined.
command:
1 h5dump −y −d /PulseData/BaseCalls/ZMW/HoleNumber
m130723_093514_42149_c100529602550000001823089211101325_s1_p0
.bas.h5 | head
Output is:
1 DATASPACE SIMPLE { ( 81741 ) / ( H5S_UNLIMITED ) }
Therefore 81741 holes are present, use the script as follows to generate a
whitelist of reads for assembly that do no contain vector.
Usage:
1 python whitelist.py ecoli.align 81740 > whitelist.txt
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This whitelist file needs to be added to the filtering module of the settings.xml
file used for assembling the data within the smrtportal pipeline. A settings.xml
file can be used from a prevvious assembly attempt without filtering.
xml lines:
1 <param name="whiteList" label="Minimum Subread Length">
2 <value>/data/sanders/pacbio/vecotor_screen/263M01/A01_1/
Analysis_Results/whitelist.txt</value>
3 </param>
Then create a file of file names, add it to the input xml and run the smrtpipe.
Commands:
1 ls /home/USERNAME/BACassembly/
m120729_040044_42134_c100384402550000001523033010171256_s1_p0
.bas.h5 > input.fofn
2
3 fofnToSmrtpipeInput.py input.fofn > input.xml
4
5 smrtpipe.py −−params=settings.xml xml:input.xml
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9.4.1 Read depth coverage of the other animals
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Figure S2: Fleckvieh WGS CKH read coverage. The black line represents the
normal unfiltered read coverage and the red line represents reads filtered for
unique alignment. The read coverage is a mean of a 300 bp sliding window. For
reference the grey columns represent KIR loci positions and from left to right are:
3DXL6, 2DS3, 3DXS3, 3DXL7, 3DXL4, 2DS2, 3DXS2, 3DXL5, 3DXL2, 2DS1,
3DXL3, 3DXS1, 3DXL1 and 2DL1
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Figure S3: Nellore WGS CKH read coverage. The black line represents the
normal unfiltered read coverage and the red line represents reads filtered for
unique alignment. The read coverage is a mean of a 300 bp sliding window. For
reference the grey columns represent KIR loci positions and from left to right are:
3DXL6, 2DS3, 3DXS3, 3DXL7, 3DXL4, 2DS2, 3DXS2, 3DXL5, 3DXL2, 2DS1,
3DXL3, 3DXS1, 3DXL1 and 2DL1
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Figure S4: Sahiwal WGS CKH read coverage. The black line represents the
normal unfiltered read coverage and the red line represents reads filtered for
unique alignment. The read coverage is a mean of a 300 bp sliding window. For
reference the grey columns represent KIR loci positions and from left to right are:
3DXL6, 2DS3, 3DXS3, 3DXL7, 3DXL4, 2DS2, 3DXS2, 3DXL5, 3DXL2, 2DS1,
3DXL3, 3DXS1, 3DXL1 and 2DL1
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Figure S5: Yak WGS CKH read coverage. The black line represents the normal
unfiltered read coverage and the red line represents reads filtered for unique
alignment. The read coverage is a mean of a 300 bp sliding window. For reference
the grey columns represent KIR loci positions and from left to right are: 3DXL6,
2DS3, 3DXS3, 3DXL7, 3DXL4, 2DS2, 3DXS2, 3DXL5, 3DXL2, 2DS1, 3DXL3,
3DXS1, 3DXL1 and 2DL1
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9.5.1 Filtering Bowtie2 results
To filter the bam file from reads that alternately mapped this python script was
used with a unix pipe along with samtools.
Usage:
1 samtools view file.bam | python NS_filter_bowtie.py | samtools view
−Sbt hap1_genome.fasta.fai − > filtered/file.bam 2> filtered/file.
bam.log
9.5.2 CNV prediction from read depth
To determine the relative increase or decrease in coverage depth which may be
indicative of CNV, the next two scripts were written.
Generate base by base relative read changes:
1 python NS_KIR_CNV4_print_ratiolist.py reference_coverage.bed \
2 coverage_depth.bed exons_detailed.bed > ratios.txt
Generate box plot of avbove values for each exon:
1 python NS_box_plot_exons.py exons_detailed.bed ratios.txt
9.5.3 Dendrogram of SNP difference numbers
The number SNPs of each animal contains that are different or not seen within
in another animal was calculated using MySQL. This was repeated for all the
combinations of animals in a pairwise fashion to generate a matrix of SNP dif-
ferences. The matrix was used to generate a dendrogram and therefore infer
phylogenetics using the shared SNP positions between all of the animals. The
entire haplotype sequence was used excluding the LILR regions (start at 60 kb
into the CKH reference sequence). A bespoke python script was written to gen-
erate the dendrogram.
Generate dendrogram of list of files containing SNP difference numbers:
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Figure S6: High resolution SNP analysis of yak. Comparison of gene defining
SNP positions between gene group loci.
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1 python NS_dendro.py file.fofn
9.5.4 Inferred and actual fragment sizes for each animal
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9.5.5 read coverage depth histograms for each animal
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9.5.6 CNV boxplot relative proportions
CNV relative read depth change box plots are shown for each exon of each animal
Figures S35 to S58. Each box plot has been produced the same way as Figure
55.
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
E
x
o
n
0
.0
0
.5
1
.0
1
.5
2
.0
2
.5
3
.0
Ratio to HF4222
H
F2
0
4
3
7
5
F
ig
ur
e
S4
5:
C
N
V
ex
on
pr
ed
ic
ti
on
of
H
F
20
43
75
.
B
ox
pl
ot
s
ar
e
re
pr
es
en
ta
ti
ve
of
re
la
ti
ve
re
ad
de
pt
h
co
ve
ra
ge
ch
an
ge
s
co
m
pa
re
d
to
an
im
al
42
22
af
te
r
no
rm
al
is
at
io
n.
September 17, 2014 Nicholas D Sanderson 265
Appendix 9.5 Chapter 6 Appendix
3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
E
x
o
n
0
.0
0
.2
0
.4
0
.6
0
.8
1
.0
1
.2
1
.4
1
.6
1
.8
Ratio to HF4222
N
e
lo
re
_N
E
4
3
.s
o
rt
e
d
.b
a
m
.c
o
v
.K
IR
F
ig
ur
e
S5
3:
C
N
V
ex
on
pr
ed
ic
ti
on
of
N
el
or
eN
E
43
.
B
ox
pl
ot
s
ar
e
re
pr
es
en
ta
ti
ve
of
re
la
ti
ve
re
ad
de
pt
h
co
ve
ra
ge
ch
an
ge
s
co
m
pa
re
d
to
an
im
al
42
22
af
te
r
no
rm
al
is
at
io
n.
September 17, 2014 Nicholas D Sanderson 273
Appendix 9.5 Chapter 6 Appendix
3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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3DXL6 Signal peptide 1
3DXL6 Signal peptide 2
3DXL6 Domain 0
3DXL6 Domain 1
3DXL6 Domain 2
3DXL6 stem
3DXL6 transmembrane domain
3DXL6 Cytoplasmic tail domain 1
3DXL6 Cytoplasmic tail domain 2
2DS3 Signal peptide 1
2DS3 Signal peptide 2
2DS3 Domain 0
2DS3 Domain 2
2DS3 stem
2DS3 transmembrane domain
3DXS3 Signal peptide 1
3DXS3 Signal peptide 2
3DXS3 Domain 0
3DXS3 Domain 1
3DXS3 Domain 2
3DXS3 stem
3DXS3 transmembrane domain
3DXL7 Signal peptide 1
3DXL7 Signal peptide 2
3DXL7 Domain 0
3DXL7 Domain 1
3DXL7 Domain 2
3DXL7 Link_stem
3DXL7 transmembrane domain
3DXL7 Cytoplasmic tail domain 1
3DXL7 Cytolplasmic tail domain 2
3DXL4 Signal peptide 1
3DXL4 Signal peptide 2
3DXL4 Domain 0
3DXL4 Domain 1
3DXL4 Domain 2
3DXL4 Link_stem
3DXL4 transmembrane domain
3DXL4 Cytoplasmic tail domain 1
3DXL4 Cytolplasmic tail domain 2
2DS2 Signal peptide 1
2DS2 Signal peptide 2
2DS2 Domain 0
2DS2 Domain 2
2DS2 stem
2DS2 transmembrane domain
3DXS2 Signal peptide 1
3DXS2 Signal peptide 2
3DXS2 Domain 0
3DXS2 Domain 1
3DXS2 Domain 2
3DXS2 stem
3DXS2 transmembrane domain
3DXL5 Signal peptide 1
3DXL5 Signal peptide 2
3DXL5 Domain 0
3DXL5 Domain 1
3DXL5 Domain 2
3DXL5 Link_stem
3DXL5 transmembrane domain
3DXL5 Cytoplasmic tail domain 1
3DXL5 Cytolplasmic tail domain 2
3DXL2 Signal peptide 1
3DXL2 Signal peptide 2
3DXL2 Domain 0
3DXL2 Domain 1
3DXL2 Domain 2
3DXL2 Link_stem
3DXL2 transmembrane domain
3DXL2 Cytoplasmic tail domain 1
3DXL2 Cytolplasmic tail domain 2
2DS1 Signal peptide 1
2DS1 Signal peptide 2
2DS1 Domain 0
2DS1 Domain 2
2DS1 stem
2DS1 transmembrane domain
3DXL3 Signal peptide 1
3DXL3 Signal peptide 2
3DXL3 Domain 0
3DXL3 Domain 1
3DXL3 Domain 2
3DXL3 Link_stem
3DXL3 transmembrane domain
3DXL3 Cytoplasmic tail domain 1
3DXL3 Cytolplasmic tail domain 2
3DXS1 Signal peptide 1
3DXS1 Signal peptide 2
3DXS1 Domain 0
3DXS1 Domain 1
3DXS1 Domain 2
3DXS1 Link_stem
3DXS1 Transmembrane domain
3DXL1 Signal peptide 1
3DXL1 Signal peptide 2
3DXL1 Domain 0
3DXL1 Domain 1
3DXL1 Domain 2
3DXL1 Link_stem
3DXL1 transmembrane domain
3DXL1 Cytoplasmic tail domain 1
3DXL1 Cytolplasmic tail domain 2
2DL1 Signal peptide 1
2DL1 Signal peptide 2
2DL1 Domain 0
2DL1 Domain 2
2DL1 Link_stem
2DL1 transmembrane domain
2DL1 Cytoplasmic tail domain 1
2DL1 Cytoplasmic tail domain 2
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9.5.7 Tables of capture SNPs within KIR exons
These are the tables containing the SNP positions for each KIR exon sequence.
Each table contains the frequency as a percentage of the number of reads which
match the SNP base described in the “var_base” column for each animal. The
variable bases, reference bases and resulting residue changes from the reference
are described in the left hand columns. For each animal where no value is given
the animal has no SNP at that position and contains the same sequence as the
reference. SNPs were called using Varscan2 and residue changes were calculated
using a bespoke python script, Tables were generated using MySQL.
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Haplotype_pos
2DL1feature
ref_base
ref_residue
var_base
var_res
cDNA_pos
res_pos
HF504805_Freq
HF504882_Freq
HF104766_Freq
HF505183Freq
HF505183Freq
HF404818_Freq
HF505204_Freq
HF598_Freq
HF705206_Freq
HF4222_Freq
Chill_250b_Freq
HF159_Freq
HF405_Freq
HF766_Freq
HF982_Freq
Kuchinoshima_Freq
Blackisle_Freq
Chillingham3_Freq
HF252_Freq
HF652_Freq
Nelore_NE14_Freq
Nelore_NE43_Freq
Nerewater_Freq
Sahiwal_SW2_Freq
Sahiwal_SW3_Freq
31
63
63
D
0
G
Q
T
*
97
33
83
31
63
64
D
0
C
Q
T
L
98
33
82
31
63
80
D
0
G
V
A
V
11
4
38
44
43
46
55
89
90
31
64
16
D
0
G
Q
C
H
15
0
50
45
54
11
55
59
94
93
31
64
20
D
0
C
P
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S
15
4
52
45
46
58
51
31
65
25
D
0
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K
G
E
25
9
87
10
0
10
0
10
0
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0
10
0
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0
10
0
10
0
10
0
53
10
0
10
0
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0
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0
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0
10
0
10
0
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0
10
0
10
0
10
0
10
0
10
0
10
0
31
65
33
D
0
C
H
T
H
26
7
89
51
45
56
42
99
97
31
65
36
D
0
G
A
A
A
27
0
90
50
45
56
42
99
97
31
65
79
D
0
C
L
G
V
31
3
10
5
10
0
10
0
99
48
52
99
58
99
53
54
98
99
98
63
98
99
99
41
57
98
97
98
31
66
07
D
0
A
V
G
G
34
1
11
4
41
31
84
92
D
2
C
L
G
V
37
6
12
6
15
31
85
04
D
2
G
G
T
*
38
8
13
0
15
31
85
05
D
2
G
G
A
E
38
9
13
0
16
14
31
85
06
D
2
A
G
G
G
39
0
13
0
32
25
17
36
31
85
09
D
2
A
G
C
G
39
3
13
1
17
31
31
85
09
D
2
A
P
G
P
39
3
13
1
22
31
85
10
D
2
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P
G
A
39
4
13
2
15
31
85
13
D
2
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V
C
L
39
7
13
3
14
31
85
14
D
2
T
V
A
E
39
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13
3
15
15
31
85
26
D
2
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G
A
E
41
0
13
7
17
17
31
85
27
D
2
G
G
A
G
41
1
13
7
27
44
41
32
13
42
28
31
85
28
D
2
G
E
A
K
41
2
13
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31
85
38
D
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N
42
2
14
1
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15
31
85
54
D
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S
T
S
43
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15
31
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55
D
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E
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K
43
9
14
7
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42
33
19
48
25
31
85
61
D
2
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T
44
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13
12
46
51
31
85
63
D
2
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A
44
7
14
9
22
15
31
85
75
D
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F
T
F
45
9
15
3
34
98
99
25
26
93
23
97
20
92
94
97
28
71
95
95
23
37
45
24
31
85
79
D
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L
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45
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15
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31
85
85
D
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G
46
9
15
7
35
31
85
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Haplotype_pos
2DL1feature
ref_base
ref_residue
var_base
var_res
cDNA_pos
res_pos
HF504805_Freq
HF504882_Freq
HF104766_Freq
HF505183Freq
HF505183Freq
HF404818_Freq
HF505204_Freq
HF598_Freq
HF705206_Freq
HF4222_Freq
Chill_250b_Freq
HF159_Freq
HF405_Freq
HF766_Freq
HF982_Freq
Kuchinoshima_Freq
Blackisle_Freq
Chillingham3_Freq
HF252_Freq
HF652_Freq
Nelore_NE14_Freq
Nelore_NE43_Freq
Nerewater_Freq
Sahiwal_SW2_Freq
Sahiwal_SW3_Freq
31
86
11
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L
T
L
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5
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L
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L
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8
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0
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T
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58
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31
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66
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28
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33
31
87
05
D
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G
A
S
58
9
19
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21
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11
50
31
87
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2
G
G
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D
59
0
19
7
15
31
87
08
D
2
T
S
A
T
59
2
19
8
15
31
87
09
D
2
C
S
T
F
59
3
19
8
24
19
31
87
10
D
2
T
S
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S
59
4
19
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30
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22
50
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34
31
87
15
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0
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19
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87
17
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C
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41
46
31
87
18
D
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G
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A
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60
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20
1
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Appendix 9.5 Chapter 6 Appendix
Haplotype_pos
3DXL6feature
ref_base
var_base
cDNA_pos
res_pos
HF504805_Freq
HF504882_Freq
HF104766_Freq
HF505183Freq
HF505183Freq
HF404818_Freq
HF505204_Freq
HF598_Freq
HF705206_Freq
HF4222_Freq
Chill_250b_Freq
HF159_Freq
HF405_Freq
HF766_Freq
HF982_Freq
Kuchinoshima_Freq
Blackisle_Freq
Chillingham3_Freq
HF252_Freq
HF652_Freq
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Nelore_NE43_Freq
Nerewater_Freq
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